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Supplementary Figure 1. Standard nomenclature and schematic view of how the sequence contexts 

of Lys-C and Lys-N cleavage were analyzed. As Lys-C recognizes the amino acid on position P1 of the 

cleavage site and Lys-N recognizes the P1’ position, amino acids considered for context analysis are 

shifted by one position relative to each other to match the position of the main recognized residue. 
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Supplementary Figure 2. Examples of MS/MS spectra identifying peptides generated by cleavage of 

K-P bonds by the Lys-C enzyme. 
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Materials and Methods 

 

Material and Reagents 

Sequencing grade trypsin and Lys-C (isolated from Lysobacter enzymogenes) were purchased 

from Roche Diagnostics (Ingelheim, Germany) and Lys-N (isolated from Grifola Frondosa) from 

Seikagaku Corp. (Tokyo, Japan). A recombinant form of Lys-N produced by U-PROTEIN EXPRESS, 

(Utrecht, the Netherlands) in E. Coli was also evaluated. Aqua C18, 5 μm, 200 Å, (Phenomenex, 

Torrance, CA) resin was used for the trap column and ReproSil-Pur C18-AQ, 3 μm 120 Å, (Dr. Maisch 

GmbH, Ammerbuch, Germany) resin was used for the analytical column. HPLC grade acetonitrile was 

purchased from Biosolve (Valkenswaard, The Netherlands. Fused-silica capillaries (50 and 100 μm i.d., 

375 o.d.) were obtained from Bester (Amstelveen, The Netherlands). A PolySULFOETHYL column 200 

× 2.1 mm with a pore diameter of 200 Å was purchased from PolyLC Inc. (Columbia, MD). Opti-Lynx 

C18 cartridges from Optimize Technologies (Oregon City, OR) were used for online trapping and 

desalting of peptides. 

 

Sample Preparation and Digestion 

HEK293 cells were grown on plates until confluence was reached. After harvesting the cells by 

scraping them off the plates, lysis was carried out by resuspending them in lysis buffer containing 50 mM 

ammonium bicarbonate, 8 M urea, EDTA-free protease inhibitor cocktail, 1 mM potassium fluoride, 1 

mM sodium orthovanadate, and 5 mM potassium phosphate. The suspension was vortexed and incubated 

for 20 min on ice. After spinning down unbroken cells and debris at 1000g for 10 min at 4 °C, the protein 

concentration was determined by the 2DQuant Kit (GE Healthcare, Diegem, Belgium).Two 1 mg aliquots 

of the HEK293 lysate were resuspended in 8 M urea/50 mM NH4HCO3, pH 8.0, and reduced with 45 

mM DTT (50 °C, 15 min) followed by alkylation using 100 mM iodoacetamide (dark, RT, 15 min). The 

first 1 mg aliquot was digested using Lys-N at an enzyme/substrate ratio of 1:85 in 8 M urea/50 mM 

NH4HCO3, pH 8.0, overnight at 37 °C. This digest was subsequently diluted 8-fold using 50 mM 

NH4HCO3, pH 8.0, to a final concentration of 1 M urea/50 mM NH4HCO3, pH 8.0, and a second 

digestion with Lys-N at 1:85 (w/w) for 4 h was performed. The second 1 mg lysate aliquot was digested 

using Lys-C at an enzyme/substrate ratio of 1:50 in 8 M urea/50 mM NH4HCO3, pH 8.0, overnight at 37 

°C. After diluting 8-fold with 50 mM NH4HCO3, pH 8.0, a second digest was performed using Lys-C 

(1:50 w/w) for an additional 4 h. The two digests were subsequently desalted using Sep-Pak 50 mL C18 

cartridges (Waters Corporation, Milford, MA) and reconstituted in 10% formic acid for further analysis. 
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Strong Cation Exchange  

Peptides from each sample were loaded onto two C18 cartridges using an Agilent 1100 HPLC 

system. The flow rate applied was 100 μL/min using water, pH 2.7, as solvent. After that, peptides were 

eluted from the trapping cartridges with 80% acetonitrile, pH 2.7, onto a PolySULFOETHYL A column 

200 × 2.1 mm (PolyLC Inc.) for 10 min at the same flow rate. Separation of different peptide populations 

was performed using a nonlinear 65 min gradient: from 0 to 10 min, 100% solvent A (5 mM KH2PO4, 

30% acetonitrile, pH 2.7); from 10 to 15 min, up to 26% solvent B (5 mM KH2PO4, 30% acetonitrile, 

350 mM KCl, pH 2.7); from 15 to 40 min, to 35% solvent B; and from 40 to 45 min, to 60% solvent B. At 

49 min, the concentration of solvent B was 100%. The column was subsequently washed for 6 min with 

high salt concentration and finally equilibrated with 100% solvent A for 9 min. The flow rate applied 

during the SCX gradient was 200 μL/min.Fractions were collected in 1 min intervals for 40 min. After 

evaporation of the solvents, fractionated peptides were resuspended in 60 μL of 10% formic acid. Twenty 

microliters of each fraction containing 2+ and 3+ peptides was then analyzed by reversed-phase 

LC−MS/MS. 

 

Mass Spectrometry  

MS analysis was done using an LTQ-Orbitrap (Thermo, San Jose, CA) connected to an Agilent 

1200 series LC system which was equipped with a 20 mm Aqua C18 (Phenomenex, Torrance, CA) 

trapping column (packed in-house; i.d., 100 μm; resin, 5 μm) and a 400 mm ReproSil-Pur C18-AQ (Dr. 

Maisch, GmbH, Ammerbuch, Germany) analytical column (packed in-house; i.d., 50 μm; resin, 3 μm). 

Trapping was performed at 5 μL/min for 10 min in solvent A (0.1 M acetic acid in water), and elution was 

achieved with a gradient of 10−35% B (0.1 M acetic acid in 80/20 acetonitrile/water) in 90 min in a total 

analysis time of 120 min. The flow rate was passively split to 100 nL/min when performing the analysis 

of the eluted fractions. Nanospray was achieved using a distally coated fused-silica emitter (New 

Objective, Cambridge, MA) (o.d., 360 μm; i.d., 20 μm; tip i.d., 10 μm) biased to 1.7 kV. A 33 MΩ 

resistor was introduced between the high voltage supply and the electrospray needle to reduce ion current. 

The LTQ-Orbitrap mass spectrometer was operated in data-dependent mode, automatically switching 

between MS and MS/MS. Full-scan MS spectra (300−1500 m/z) were acquired with a resolution of 

60000 at 400 m/z after accumulation to a target value of 500000. The five most intense peaks above a 

threshold of 500 were selected for collision induced dissociation in the linear ion trap at normalized 

collision energy of 35% after accumulation to a target value of 30000. 
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Data Analysis 

All MS/MS were converted to DTA files using Bioworks 3.3.1 (Thermo, San Jose), combined in a single 

file and searched using MASCOT search engine (Matrix Science, London, UK, version 2.2.01) against all 

human proteins of the SwissProt database (version 56.2) with cysteine carbamidomethylation as a fixed 

modification and methionine oxidation as a variable modification. A peptide mass tolerance of 10 ppm 

and fragment mass tolerance of 0.6 Da were selected and all searches were performed without enzyme 

specified. A mascot cutoff score of at least 30 with a p value < 0.05 was selected. With the commonly 

used target-decoy search strategy using concatenated decoy database we estimated the false discovery rate 

(FDR) to be 1.7% for the Lys-N identifications and 1.6% for the Lys-C identifications. Peptides were 

mapped onto their respective proteins sequences to retrieve the sequence contexts of the cleavage sites 

using an in-house developed script. Positions selected for the cleavage site context were p9-p10' for Lys-

N and p10-p9' for Lys-C. Cleavage sites too close to protein termini to retrieve a full-length cleavage site 

context were removed. All motif analyses were performed with iceLogo version 1.0.2. The reference set 

was defined as all human proteins of the SwissProt database (version 56.2) with sampling method 

"random" and iteration size set to 50. The required p-value for each analysis was set to 0.01. 
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Supplementary Table 1. Percentage of amino acid (AA) occurrence at positions P9 to P10’ of all identified Lys-N cleavage sites. Ratio relative to 
their occurrence in the total database (DB) is indicated between brackets. The lysine residue recognized by Lys-N is shown in bold.  

AA DB P9 P8 P7 P6 P5 P4 P3 P2 P1 P1' P2' P3' P4' P5' P6' P7' P8' P9' P10' 

G 6.6 7.0 
(1.1) 

7.0 
(1.1) 

7.4 
(1.1) 

7.5 
(1.1) 

6.8 
(1.0) 

7.2 
(1.1) 

5.1 
(0.8) 

4.9 
(0.7) 

5.5 
(0.8) 

0.6 
(0.1) 

4.8 
(0.7) 

6.1 
(0.9) 

6.7 
(1.0) 

7.0 
(1.1) 

7.1 
(1.1) 

7.3 
(1.1) 

6.8 
(1.0) 

7.3 
(1.1) 

6.4 
(1.0) 

A 7.0 7.1 
(1.0) 

7.3 
(1.0) 

7.1 
(1.0) 

7.4 
(1.1) 

7.4 
(1.1) 

6.8 
(1.0) 

7.4 
(1.1) 

8.9 
(1.3) 

8.3 
(1.2) 

2.9 
(0.4) 

7.3 
(1.0) 

8.0 
(1.1) 

8.0 
(1.1) 

7.5 
(1.1) 

7.5 
(1.1) 

6.9 
(1.0) 

7.0 
(1.0) 

7.3 
(1.0) 

7.6 
(1.1) 

V 6.0 7.5 
(1.3) 

6.4 
(1.1) 

5.9 
(1.0) 

6.7 
(1.1) 

6.8 
(1.1) 

6.7 
(1.1) 

8.2 
(1.4) 

6.3 
(1.1) 

3.8 
(0.6) 

1.2 
(0.2) 

8.5 
(1.4) 

8.2 
(1.4) 

7.3 
(1.2) 

6.2 
(1.0) 

6.9 
(1.1) 

7.2 
(1.2) 

6.6 
(1.1) 

6.5 
(1.1) 

6.6 
(1.1) 

S 8.3 6.7 
(0.8) 

6.8 
(0.8) 

7.3 
(0.9) 

6.5 
(0.8) 

6.8 
(0.8) 

6.5 
(0.8) 

5.5 
(0.7) 

6.4 
(0.8) 

5.9 
(0.7) 

3.8 
(0.5) 

5.2 
(0.6) 

6.0 
(0.7) 

7.3 
(0.9) 

6.6 
(0.8) 

6.5 
(0.8) 

6.5 
(0.8) 

7.0 
(0.8) 

6.4 
(0.8) 

6.7 
(0.8) 

T 5.4 5.2 
(1.0) 

5.4 
(1.0) 

5.2 
(1.0) 

5.2 
(1.0) 

5.3 
(1.0) 

5.1 
(0.9) 

5.5 
(1.0) 

5.0 
(0.9) 

4.0 
(0.7) 

1.6 
(0.3) 

5.1 
(0.9) 

5.3 
(1.0) 

5.9 
(1.1) 

5.4 
(1.0) 

5.4 
(1.0) 

5.0 
(0.9) 

5.2 
(1.0) 

5.0 
(0.9) 

5.4 
(1.0) 

C 2.3 1.6 
(0.7) 

1.7 
(0.7) 

1.5 
(0.7) 

1.5 
(0.7) 

1.3 
(0.6) 

1.3 
(0.6) 

1.4 
(0.6) 

2.3 
(1.0) 

2.1 
(0.9) 

0.3 
(0.1) 

1.9 
(0.8) 

1.9 
(0.8) 

1.5 
(0.6) 

1.4 
(0.6) 

1.8 
(0.8) 

1.6 
(0.7) 

1.4 
(0.6) 

1.3 
(0.6) 

1.7 
(0.7) 

M 2.1 1.9 
(0.9) 

2.1 
(1.0) 

2.0 
(0.9) 

2.4 
(1.1) 

2.1 
(1.0) 

1.8 
(0.8) 

2.2 
(1.0) 

2.9 
(1.4) 

2.8 
(1.3) 

1.4 
(0.7) 

2.9 
(1.4) 

2.3 
(1.1) 

1.9 
(0.9) 

2.0 
(0.9) 

2.1 
(1.0) 

2.0 
(0.9) 

1.8 
(0.9) 

2.0 
(0.9) 

2.0 
(0.9) 

L 10.0 9.3 
(0.9) 

9.4 
(0.9) 

9.0 
(0.9) 

9.4 
(0.9) 

9.1 
(0.9) 

9.2 
(0.9) 

9.5 
(1.0) 

13.4 
(1.3) 

11.5 
(1.2) 

2.0 
(0.2) 

12.5 
(1.3) 

11.5 
(1.2) 

8.6 
(0.9) 

9.3 
(0.9) 

9.4 
(0.9) 

9.9 
(1.0) 

8.7 
(0.9) 

9.4 
(0.9) 

9.2 
(0.9) 

I 4.4 5.3 
(1.2) 

4.8 
(1.1) 

4.8 
(1.1) 

5.4 
(1.3) 

5.0 
(1.2) 

4.9 
(1.1) 

7.5 
(1.7) 

4.3 
(1.0) 

2.9 
(0.7) 

2.3 
(0.5) 

7.2 
(1.7) 

6.0 
(1.4) 

5.5 
(1.3) 

5.1 
(1.2) 

5.2 
(1.2) 

5.4 
(1.2) 

5.3 
(1.2) 

5.5 
(1.3) 

5.7 
(1.3) 

K 5.7 5.2 
(0.9) 

4.9 
(0.8) 

4.7 
(0.8) 

4.7 
(0.8) 

4.5 
(0.8) 

4.4 
(0.8) 

4.8 
(0.8) 

4.7 
(0.8) 

5.7 
(1.0) 

71.7 
(12.5) 

4.1 
(0.7) 

4.9 
(0.8) 

4.3 
(0.8) 

5.2 
(0.9) 

4.7 
(0.8) 

4.8 
(0.8) 

5.0 
(0.9) 

4.9 
(0.9) 

5.0 
(0.9) 

R 5.6 4.6 
(0.8) 

4.9 
(0.9) 

5.0 
(0.9) 

5.0 
(0.9) 

5.2 
(0.9) 

5.2 
(0.9) 

6.5 
(1.1) 

7.1 
(1.3) 

9.0 
(1.6) 

5.9 
(1.0) 

7.4 
(1.3) 

5.7 
(1.0) 

3.9 
(0.7) 

4.5 
(0.8) 

4.3 
(0.8) 

4.5 
(0.8) 

4.8 
(0.8) 

5.0 
(0.9) 

5.0 
(0.9) 

E 7.1 8.9 
(1.3) 

9.5 
(1.3) 

9.8 
(1.4) 

9.1 
(1.3) 

9.9 
(1.4) 

11.5 
(1.6) 

8.7 
(1.2) 

6.1 
(0.9) 

8.2 
(1.2) 

0.5 
(0.1) 

8.0 
(1.1) 

7.2 
(1.0) 

9.3 
(1.3) 

9.7 
(1.4) 

9.2 
(1.3) 

8.9 
(1.3) 

9.7 
(1.4) 

9.5 
(1.3) 

9.0 
(1.3) 

D 4.7 6.4 
(1.4) 

6.6 
(1.4) 

7.0 
(1.5) 

6.4 
(1.3) 

6.2 
(1.3) 

6.7 
(1.4) 

4.0 
(0.8) 

3.3 
(0.7) 

3.3 
(0.7) 

0.4 
(0.1) 

4.7 
(1.0) 

4.9 
(1.0) 

6.0 
(1.3) 

7.0 
(1.5) 

6.2 
(1.3) 

6.2 
(1.3) 

6.5 
(1.4) 

6.5 
(1.4) 

6.1 
(1.3) 

Q 4.8 4.8 
(1.0) 

5.3 
(1.1) 

5.4 
(1.1) 

4.6 
(1.0) 

4.9 
(1.0) 

5.4 
(1.1) 

4.9 
(1.0) 

5.7 
(1.2) 

5.5 
(1.2) 

1.7 
(0.3) 

5.0 
(1.0) 

5.0 
(1.0) 

5.4 
(1.1) 

5.1 
(1.1) 

4.9 
(1.0) 

4.7 
(1.0) 

5.2 
(1.1) 

4.8 
(1.0) 

5.0 
(1.1) 

N 3.6 3.9 
(1.1) 

3.8 
(1.1) 

4.0 
(1.1) 

4.3 
(1.2) 

4.3 
(1.2) 

3.9 
(1.1) 

3.5 
(1.0) 

4.2 
(1.2) 

4.0 
(1.1) 

1.8 
(0.5) 

4.0 
(1.1) 

3.6 
(1.0) 

4.4 
(1.2) 

4.0 
(1.1) 

4.2 
(1.2) 

4.1 
(1.1) 

4.3 
(1.2) 

3.9 
(1.1) 

4.4 
(1.2) 

F 3.7 3.4 
(0.9) 

3.0 
(0.8) 

2.9 
(0.8) 

3.3 
(0.9) 

3.5 
(1.0) 

3.0 
(0.8) 

4.0 
(1.1) 

4.0 
(1.1) 

5.3 
(1.5) 

0.9 
(0.3) 

3.4 
(0.9) 

4.0 
(1.1) 

3.2 
(0.9) 

3.2 
(0.9) 

3.5 
(1.0) 

3.4 
(0.9) 

3.2 
(0.9) 

3.2 
(0.9) 

3.5 
(1.0) 

Y 2.7 2.3 
(0.9) 

2.5 
(0.9) 

2.5 
(0.9) 

2.5 
(0.9) 

2.4 
(0.9) 

2.5 
(0.9) 

3.0 
(1.1) 

3.2 
(1.2) 

4.4 
(1.6) 

0.2 
(0.1) 

2.7 
(1.0) 

2.6 
(1.0) 

2.6 
(1.0) 

2.1 
(0.8) 

2.7 
(1.0) 

2.6 
(1.0) 

2.8 
(1.0) 

2.6 
(1.0) 

2.5 
(0.9) 

W 1.2 1.1 
(0.9) 

0.9 
(0.7) 

0.8 
(0.6) 

0.9 
(0.7) 

0.9 
(0.7) 

0.8 
(0.6) 

0.9 
(0.8) 

1.0 
(0.8) 

1.0 
(0.8) 

0.0 
(0.0) 

0.9 
(0.7) 

1.0 
(0.8) 

0.8 
(0.7) 

0.7 
(0.6) 

1.0 
(0.8) 

1.0 
(0.8) 

1.0 
(0.8) 

1.0 
(0.8) 

0.8 
(0.6) 

P 6.3 5.4 
(0.9) 

5.3 
(0.8) 

5.4 
(0.9) 

5.1 
(0.8) 

5.1 
(0.8) 

4.8 
(0.8) 

5.4 
(0.9) 

2.9 
(0.5) 

4.1 
(0.7) 

0.3 
(0.1) 

2.3 
(0.4) 

3.6 
(0.6) 

5.3 
(0.9) 

5.7 
(0.9) 

5.3 
(0.8) 

5.8 
(0.9) 

5.8 
(0.9) 

5.5 
(0.9) 

5.4 
(0.9) 

H 2.6 2.1 
(0.8) 

2.5 
(1.0) 

2.4 
(0.9) 

2.1 
(0.8) 

2.4 
(0.9) 

2.2 
(0.8) 

2.3 
(0.9) 

3.1 
(1.2) 

2.8 
(1.1) 

0.4 
(0.1) 

2.3 
(0.9) 

2.3 
(0.9) 

2.2 
(0.9) 

2.4 
(0.9) 

2.3 
(0.9) 

2.3 
(0.9) 

2.2 
(0.8) 

2.2 
(0.8) 

2.0 
(0.8) 
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Supplementary Table 2. Percentage of amino acid (AA) occurence at positions P10 to P9’ of all identified Lys-C cleavage sites. Ratio relative to 
their occurrence in the total database (DB) is indicated between brackets. The lysine residue recognized by Lys-C is shown in bold.  

AA DB P10 P9 P8 P7 P6 P5 P4 P3 P2 P1 P1' P2' P3' P4' P5' P6' P7' P8' P9' 

G 6.6 7.0 
(1.1) 

6.4 
(1.0) 

6.4 
(1.0) 

6.1 
(0.9) 

6.6 
(1.0) 

6.3 
(1.0) 

6.4 
(1.0) 

6.5 
(1.0) 

7.0 
(1.1) 

0.7 
(0.1) 

5.2 
(0.8) 

7.5 
(1.1) 

6.3 
(1.0) 

6.7 
(1.0) 

6.6 
(1.0) 

6.0 
(0.9) 

6.4 
(1.0) 

6.1 
(0.9) 

6.2 
(0.9) 

A 7.0 6.5 
(0.9) 

7.6 
(1.1) 

7.6 
(1.1) 

7.8 
(1.1) 

7.9 
(1.1) 

6.9 
(1.0) 

7.9 
(1.1) 

7.4 
(1.1) 

7.8 
(1.1) 

0.8 
(0.1) 

8.7 
(1.2) 

7.7 
(1.1) 

7.9 
(1.1) 

7.4 
(1.1) 

7.2 
(1.0) 

7.2 
(1.0) 

7.8 
(1.1) 

7.5 
(1.1) 

7.0 
(1.0) 

V 6.0 6.3 
(1.0) 

6.1 
(1.0) 

6.8 
(1.1) 

6.9 
(1.1) 

7.1 
(1.2) 

6.7 
(1.1) 

5.4 
(0.9) 

6.5 
(1.1) 

7.3 
(1.2) 

0.5 
(0.1) 

6.2 
(1.0) 

7.4 
(1.2) 

7.1 
(1.2) 

6.3 
(1.1) 

6.6 
(1.1) 

7.0 
(1.2) 

5.9 
(1.0) 

6.1 
(1.0) 

6.9 
(1.1) 

S 8.3 6.4 
(0.8) 

6.7 
(0.8) 

7.0 
(0.8) 

6.4 
(0.8) 

6.3 
(0.8) 

6.9 
(0.8) 

7.1 
(0.9) 

6.0 
(0.7) 

6.6 
(0.8) 

0.5 
(0.1) 

6.7 
(0.8) 

5.9 
(0.7) 

6.3 
(0.8) 

6.3 
(0.8) 

6.6 
(0.8) 

6.3 
(0.8) 

7.3 
(0.9) 

6.6 
(0.8) 

6.6 
(0.8) 

T 5.4 5.4 
(1.0) 

5.4 
(1.0) 

4.6 
(0.8) 

4.9 
(0.9) 

4.8 
(0.9) 

5.4 
(1.0) 

4.8 
(0.9) 

5.3 
(1.0) 

4.4 
(0.8) 

0.6 
(0.1) 

5.8 
(1.1) 

5.2 
(1.0) 

4.9 
(0.9) 

5.4 
(1.0) 

5.2 
(1.0) 

4.7 
(0.9) 

5.0 
(0.9) 

4.9 
(0.9) 

5.0 
(0.9) 

C 2.3 1.9 
(0.8) 

1.8 
(0.8) 

1.7 
(0.7) 

1.7 
(0.7) 

1.7 
(0.7) 

1.4 
(0.6) 

1.5 
(0.6) 

1.5 
(0.6) 

1.4 
(0.6) 

0.1 
(0.1) 

1.5 
(0.7) 

2.0 
(0.9) 

1.8 
(0.8) 

1.4 
(0.6) 

1.9 
(0.8) 

1.7 
(0.7) 

1.8 
(0.8) 

1.5 
(0.6) 

2.0 
(0.9) 

M 2.1 1.8 
(0.9) 

1.7 
(0.8) 

1.5 
(0.7) 

2.0 
(1.0) 

1.7 
(0.8) 

1.7 
(0.8) 

1.5 
(0.7) 

1.8 
(0.8) 

2.0 
(0.9) 

0.3 
(0.1) 

1.9 
(0.9) 

2.0 
(0.9) 

1.6 
(0.7) 

1.9 
(0.9) 

1.7 
(0.8) 

1.7 
(0.8) 

1.4 
(0.7) 

1.8 
(0.8) 

1.6 
(0.7) 

L 10.0 9.7 
(1.0) 

9.4 
(0.9) 

8.9 
(0.9) 

11.1 
(1.1) 

10.0 
(1.0) 

9.9 
(1.0) 

9.5 
(1.0) 

12.1 
(1.2) 

11.5 
(1.2) 

1.4 
(0.1) 

9.1 
(0.9) 

12.8 
(1.3) 

9.4 
(0.9) 

9.2 
(0.9) 

10.3 
(1.0) 

11.0 
(1.1) 

9.1 
(0.9) 

10.0 
(1.0) 

9.9 
(1.0) 

I 4.4 5.2 
(1.2) 

5.3 
(1.2) 

5.2 
(1.2) 

5.2 
(1.2) 

5.0 
(1.2) 

5.3 
(1.2) 

5.0 
(1.2) 

6.0 
(1.4) 

5.5 
(1.3) 

0.4 
(0.1) 

5.1 
(1.2) 

6.7 
(1.5) 

6.0 
(1.4) 

5.2 
(1.2) 

5.4 
(1.2) 

5.7 
(1.3) 

5.2 
(1.2) 

4.9 
(1.1) 

6.0 
(1.4) 

K 5.7 6.4 
(1.1) 

5.6 
(1.0) 

4.8 
(0.8) 

5.4 
(0.9) 

5.7 
(1.0) 

4.9 
(0.9) 

5.0 
(0.9) 

4.6 
(0.8) 

5.6 
(1.0) 

89.7 
(15.6) 

8.2 
(1.4) 

5.2 
(0.9) 

5.0 
(0.9) 

5.3 
(0.9) 

5.3 
(0.9) 

5.5 
(1.0) 

5.1 
(0.9) 

5.5 
(1.0) 

5.9 
(1.0) 

R 5.6 5.6 
(1.0) 

5.5 
(1.0) 

5.4 
(1.0) 

5.2 
(0.9) 

4.8 
(0.9) 

5.1 
(0.9) 

5.4 
(1.0) 

5.3 
(0.9) 

5.8 
(1.0) 

0.6 
(0.1) 

7.4 
(1.3) 

5.9 
(1.1) 

5.4 
(1.0) 

4.6 
(0.8) 

4.9 
(0.9) 

5.2 
(0.9) 

5.1 
(0.9) 

5.6 
(1.0) 

4.2 
(0.7) 

E 7.1 8.3 
(1.2) 

8.5 
(1.2) 

9.7 
(1.4) 

8.8 
(1.2) 

8.6 
(1.2) 

10.4 
(1.5) 

9.6 
(1.4) 

7.5 
(1.1) 

8.8 
(1.2) 

0.7 
(0.1) 

7.2 
(1.0) 

3.7 
(0.5) 

9.4 
(1.3) 

10.0 
(1.4) 

8.2 
(1.2) 

8.0 
(1.1) 

9.1 
(1.3) 

9.5 
(1.3) 

8.8 
(1.2) 

D 4.7 5.8 
(1.2) 

5.4 
(1.1) 

6.4 
(1.3) 

5.8 
(1.2) 

5.4 
(1.1) 

6.3 
(1.3) 

6.2 
(1.3) 

4.8 
(1.0) 

4.9 
(1.0) 

0.5 
(0.1) 

5.5 
(1.2) 

2.3 
(0.5) 

5.4 
(1.1) 

6.0 
(1.3) 

5.8 
(1.2) 

5.5 
(1.2) 

6.0 
(1.3) 

6.5 
(1.4) 

5.4 
(1.1) 

Q 4.8 4.4 
(0.9) 

5.2 
(1.1) 

4.9 
(1.0) 

4.5 
(0.9) 

4.8 
(1.0) 

5.2 
(1.1) 

4.7 
(1.0) 

4.7 
(1.0) 

5.0 
(1.0) 

1.0 
(0.2) 

3.8 
(0.8) 

4.9 
(1.0) 

5.8 
(1.2) 

5.9 
(1.2) 

4.6 
(1.0) 

5.1 
(1.1) 

5.0 
(1.1) 

4.7 
(1.0) 

5.1 
(1.1) 

N 3.6 4.5 
(1.3) 

4.3 
(1.2) 

4.1 
(1.1) 

4.3 
(1.2) 

4.2 
(1.2) 

4.4 
(1.2) 

4.7 
(1.3) 

4.0 
(1.1) 

3.8 
(1.1) 

0.4 
(0.1) 

4.9 
(1.4) 

3.8 
(1.1) 

4.1 
(1.1) 

4.1 
(1.1) 

4.5 
(1.2) 

4.3 
(1.2) 

4.8 
(1.3) 

4.4 
(1.2) 

4.4 
(1.2) 

F 3.7 3.4 
(0.9) 

3.2 
(0.9) 

3.7 
(1.0) 

3.7 
(1.0) 

4.0 
(1.1) 

3.1 
(0.8) 

3.6 
(1.0) 

4.5 
(1.2) 

3.1 
(0.8) 

0.7 
(0.2) 

3.5 
(1.0) 

5.3 
(1.4) 

3.5 
(1.0) 

3.5 
(0.9) 

3.5 
(1.0) 

3.3 
(0.9) 

3.4 
(0.9) 

3.5 
(1.0) 

3.5 
(1.0) 

Y 2.7 2.6 
(1.0) 

2.5 
(0.9) 

2.3 
(0.9) 

2.4 
(0.9) 

3.0 
(1.1) 

2.4 
(0.9) 

2.8 
(1.0) 

3.4 
(1.3) 

2.8 
(1.0) 

0.3 
(0.1) 

3.1 
(1.2) 

3.6 
(1.3) 

2.8 
(1.1) 

2.7 
(1.0) 

3.1 
(1.2) 

2.6 
(1.0) 

2.7 
(1.0) 

2.6 
(1.0) 

3.4 
(1.3) 

W 1.2 1.3 
(1.1) 

1.0 
(0.8) 

1.0 
(0.9) 

1.1 
(0.9) 

1.0 
(0.8) 

0.9 
(0.7) 

1.0 
(0.9) 

1.1 
(0.9) 

1.0 
(0.8) 

0.1 
(0.1) 

0.7 
(0.6) 

1.4 
(1.1) 

1.0 
(0.8) 

1.0 
(0.9) 

1.3 
(1.0) 

1.2 
(1.0) 

1.2 
(1.0) 

1.0 
(0.8) 

0.9 
(0.7) 

P 6.3 5.1 
(0.8) 

5.6 
(0.9) 

5.4 
(0.9) 

4.5 
(0.7) 

4.6 
(0.7) 

4.9 
(0.8) 

5.2 
(0.8) 

4.5 
(0.7) 

3.7 
(0.6) 

0.7 
(0.1) 

1.7 
(0.3) 

4.7 
(0.7) 

4.1 
(0.7) 

5.1 
(0.8) 

5.1 
(0.8) 

5.5 
(0.9) 

5.4 
(0.9) 

5.1 
(0.8) 

5.3 
(0.8) 

H 2.6 2.4 
(0.9) 

2.9 
(1.1) 

2.6 
(1.0) 

2.2 
(0.8) 

2.7 
(1.0) 

1.9 
(0.7) 

2.6 
(1.0) 

2.5 
(0.9) 

1.9 
(0.7) 

0.2 
(0.1) 

3.7 
(1.4) 

2.2 
(0.8) 

2.3 
(0.9) 

2.1 
(0.8) 

2.3 
(0.9) 

2.5 
(0.9) 

2.3 
(0.9) 

2.4 
(0.9) 

2.2 
(0.8) 
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Supplementary Table 3. Observed cleavage contexts from Lys-C digested HEK293 lysate 
      
 
    
Derived context Identified peptide Score Mass ppm Accession 
AAALAAAAVKAKHLAAVEE TKVERDIGEGNLSTAAAAALAAAAVK 107.36 2497.34996 4.413878782 SMRC2_HUMAN[847-872] 
AAALASAATKAKHLAAVEE KVEHEISEGNVATAAAAALASAATK 83.14 2409.249908 3.870499266 SMRC1_HUMAN[856-880] 
AAALIIHHVKRQTGIQKED QILEDAAALIIHHVK 41.44 1669.951508 4.151018737 SIN3A_HUMAN[785-799] 
AAAMAYGLHKADVFHVLVI ILRVINEPTAAAMAYGLHK 37.89 2067.129868 2.579421875 HSP13_HUMAN[197-215] 
AADALGEEWKGYVVRISGG RMATEVAADALGEEWK 67.17 1775.851196 4.795446837 RS6_HUMAN[31-46] 
AADKEEPPSKKKRVDATAG LQEPPASAVREAADKEEPPSK 31.9 2248.133484 1.746782399 CPSF1_HUMAN[400-420] 
AADLGNEERKQKFLRLMGA RSASPDDDLGSSNWEAADLGNEERK 110.55 2718.2117 3.407387291 SMAP_HUMAN[14-38] 
AADLPTKPTKISKFGFAIG RSAEEEAADLPTKPTK 46.19 1741.884598 3.189074642 PCNP_HUMAN[52-67] 
AADLSHIETKAAVKGYLGP NSPLVSRLTLYDIAHTPGVAADLSHIETK 57.24 3117.645844 4.676284841 MDHM_HUMAN[46-74] 
AAGACYAAGGLQVPGNTLP LQVPGNTLPSPP 31.42 1218.660843 1.984145149 S35A4_HUMAN[161-172] 
AAGAGMISKKHTLGEVWVQ HTLGEVWVQK 42.14 1195.634964 3.795472813 NMD3_HUMAN[340-349] 
AAGKGDVPTKRPPVLRAGV RPPVLRAGVNTVTTLVENK 48.16 2063.18512 5.245772614 RL7A_HUMAN[132-150] 
AAGLVSPSLKSDTSSKEIE LMSTVDPKLNHVAAGLVSPSLK 47.76 2276.256226 4.567587726 SFR11_HUMAN[190-211] 
AAGPASETPAGTESPHSSA AQASQAQLGEAAGPASETPA 34.39 1853.875504 -2.735890295 FOXA2_HUMAN[280-299] 
AAGVVPSRVKATPMPSRPS KTTTLSGTAPAAGVVPSRVK 85.61 1940.105484 4.132764979 MAP4_HUMAN[871-890] 
AAIFRGRMSMKEVDEQMLN KEVDEQMLNVQNK 40.54 1573.776978 1.178057645 TBB2A_HUMAN[324-336] 
AAIGTHEDDKYRLDLLAQA KQLLCGAAIGTHEDDK 111.82 1754.862122 2.383093206 IMDH2_HUMAN[242-257] 
AAIKKTILDKVKLDSPAGT VKLDSPAGTALSPSGHTK 89.28 1764.937012 2.476009042 P5CR1_HUMAN[290-307] 
AAIPSANPAKTMQGSEVVN ECYQSHRDTIVLLCKPEPELNAAIPSANPAK 52.27 3520.744217 5.045524158 PDC6I_HUMAN[511-541] 
AAIPSKSRLKRLISENSVY RLISENSVYEK 49.5 1336.698639 3.062021521 CAF1A_HUMAN[782-792] 
AAIQIFRNTGHKIETDLPQ DKVAEAAIQIFRNTG 35.44 1631.863098 7.234062719 PDS5A_HUMAN[692-706] 
AAIVPVRTKKRFTPPIYQP RFTPPIYQPK 35.26 1245.686981 2.354524086 RM45_HUMAN[40-49] 
AAKDPSAVAKHFVALSTNT HFVALSTNTTK 30.75 1217.640442 -0.673433611 G6PI_HUMAN[242-252] 
AANFENHSGKLGATAEKAA LLAVAATAPPDAPNREEVFDERAANFENHSGK 41.46 3435.680695 3.052379115 VINC_HUMAN[608-639] 
AAPKHWMLDKLTGVFAPRP LTGVFAPRPSTGPHK 39.27 1563.852173 2.245097114 RS4X_HUMAN[23-37] 
AAPSALLLLPPFPVLSTYR PFPVLSTYRLQ 31.89 1319.72377 0.897157441 F179B_HUMAN[13-23] 
AAPSGSAADKVVIEACDEL RSGVAYIAAPSGSAADK 109.44 1619.826706 1.534732074 PUR9_HUMAN[553-569] 
AAQDVAQRCKELGITALHI ADRDESSPYAAMLAAQDVAQRCK 95.54 2552.174728 3.218039858 RS14_HUMAN[64-86] 
AAQESGTIPKKRQEVMKWN ARRAASAATAAPTATPAAQESGTIPK 65.18 2465.298599 0.248651421 ADAS_HUMAN[60-85] 
AARMLVELSKAQDIEAGDG QMQVLHPAARMLVELSK 30.36 1950.054276 2.66454122 TCPD_HUMAN[80-96] 
AARVSKNAHKESRESKGAE HSDAEAARVSKNAHK 33.1 1619.812775 2.967626922 VAX1_HUMAN[13-27] 
AASAESSGQKSFAANGIQA SFAANGIQAHPESSTGSDARTTAESQTTGK 48.97 3006.391495 3.63492247 TDIF2_HUMAN[25-54] 
AASGGERPNLKIDSTPVKP RMGPGAASGGERPNL 47.4 1468.720474 2.891632598 RAB1B_HUMAN[172-186] 
AASSVKKDRKLPAIALDLL LPAIALDLLRLALKEDK 68.53 1891.150574 6.730294338 MBB1A_HUMAN[264-280] 
AASTPDAVDKYLETPGDEN YLETPGDENEHAHFQK 31.41 1913.854385 -1.339704849 A4_HUMAN[378-393] 
AATQQEFYAKNSRWTEGLI NSRWTEGLISASK 56.39 1447.741913 3.8825981 HIP1R_HUMAN[865-877] 
ACCHSTGAGKLRQALTTCD LGESLQSAERACCHSTGAGK 40.59 2117.958221 -0.088764735 KI20A_HUMAN[751-770] 
ACLTGSFLRKRRTTEMMPV REIQEIFSSPACLTGSFLRK 55.04 2338.210327 3.662630304 HERC5_HUMAN[413-432] 
ACNIALDAVKMVQFEENGR AISRWSSLACNIALDAVK 78.92 1974.035645 3.51006833 TCPG_HUMAN[164-181] 
ACPSLVQRNTLLQNWLDIK LLQNWLDIKRT 40.87 1398.798309 -7.588656586 SG269_HUMAN[1690-1700] 
ACSKYEEDVKIHNHTHIWG GQERAVACSKYEEDVK 33.32 1867.873398 -1.02630082 SLU7_HUMAN[409-424] 
ACVVYCNTSKKWFCNGRGN DLPIHACSYCGIHDPACVVYCNTSK 76.32 2936.271408 6.414257193 RENT1_HUMAN[117-141] 
ADAEPDANQKAEAAPESQP SEEANEPKAEKPDATADAEPDANQK 46.41 2654.19429 -0.274659622 MINT_HUMAN[1766-1790] 
ADANFSVWIKRCQEAQNGS RCQEAQNGSESEVWTHQSK 75 2259.992691 1.164163057 SUGT1_HUMAN[153-171] 
ADEQDWEFQKRDVSLGTYG RDVSLGTYGSRAAEPQEQEFGK 49.15 2424.166946 0.077139902 TB182_HUMAN[933-954] 
ADFRRLCILKGIYPHEPKH LQLSLADFRRLCILK 38.88 1845.065826 5.087623362 PESC_HUMAN[27-41] 
ADGIVSHLKKQAGPASVPL QAGPASVPLRTEEEFKK 40.93 1885.989746 3.933213325 PDIA3_HUMAN[131-147] 
ADGLVWGSSKLVPVGYGIK SSILLDVKPWDDETDMAKLEECVRSIQADGLVWGSSK 34.08 4177.034744 6.573083942 EF1B_HUMAN[140-176] 
ADILLFASYKWNVSRPSLL WNVSRPSLLADSK 63.66 1471.778305 2.234711565 PRP8_HUMAN[1637-1649] 
ADKCEELLEKTVKNCLALA FVIHCNSPVWGADKCEELLEK 54.76 2530.198456 0.476247228 H2AY_HUMAN[272-292] 
ADLEATLRHKLTVMYSQIN TCSPASLSQASADLEATLRHK 31.29 2242.101166 3.419114229 TRI25_HUMAN[185-205] 
ADLNKDKPVIPAAALAGYT PAAALAGYTGSGPIQ 30.43 1372.698669 -9.635763696 ETS1_HUMAN[322-336] 
ADMALHYANKYNIMLVRLN YNIMLVRLNSK 67.57 1349.748901 4.047419484 TCPQ_HUMAN[308-318] 
ADQFCQRLGKYRMPFAWTA SQADQFCQRLGK 36.9 1436.683044 1.635712212 DOCK7_HUMAN[382-393] 
ADSQQIHEEKLLYWNMAVR KIEPGTAADSQQIHEEK 76.57 1879.927536 -0.694175693 FACD2_HUMAN[1248-1264] 
AEAELLNLRKISSDLDGHP GHAAPILYAVWAEAGFLAEAELLNLRK 57.28 2922.575531 5.803100662 TKT_HUMAN[76-102] 
AEAQPEATAKNLLHSLQSS NLLHSLQSSGIGSK 30.46 1439.773224 2.58929666 GCN1L_HUMAN[88-101] 
AEDGAEGGGKRGEAGWEGG RGEAGWEGGYPEIVK 75.2 1646.805252 2.975458084 NSUN2_HUMAN[29-43] 
AEDGENYDIKKQAEILQES MRAEDGENYDIK 60.59 1439.635056 3.595355627 TBCA_HUMAN[40-51] 
AEDLVVTKYKMGGDIANRV MGGDIANRVLRSLVEASSSGVSVLSLCEK 77.91 3033.558685 6.315025351 PA2G4_HUMAN[23-51] 
AEEAWENHLKRNDSIIVDI RNDSIIVDIFHGLFK 60.27 1772.957352 6.062751587 UBP15_HUMAN[429-443] 
AEEEIDEIRKSYQEELDKL SAQERSQAEEEIDEIRK 36.32 2016.971161 0.084284795 FKB15_HUMAN[750-766] 
AEERRKYTLKIVEEETKKE IVEEETKKELEENK 79.29 1716.878098 3.229116853 MFAP1_HUMAN[243-256] 
AEGLGLRVGAAGPAPGTGS EAEGLGLRVGA 37.97 1070.572006 6.449823049 HECD3_HUMAN[67-77] 
AEIAHNVSSKNRKAIVERA SYCAEIAHNVSSK 73.46 1464.666702 1.181156093 RL32_HUMAN[94-106] 
AEITTLDRSKRNIIGYFEQ SDPIQEIRDLAEITTLDRSK 46.59 2299.20192 5.945976246 TXND4_HUMAN[141-160] 
AEKLKVQALKDRGLSIPRA DRGLSIPRADTLDEY 38.67 1719.842758 3.968967493 LSM1_HUMAN[119-133] 
AELLLKSSDLVGSYTTSLC EAELLLKSSDL 34.73 1216.655045 6.186634438 MED12_HUMAN[906-916] 
AELRSPNEFKVYMGHGGKP FAELRSPNEFK 49.24 1336.677521 1.601732629 CNDP2_HUMAN[365-375] 
AEPQEQEFGKSAWIRDYSS RDVSLGTYGSRAAEPQEQEFGK 49.15 2424.166946 0.077139902 TB182_HUMAN[933-954] 
AESPKESRSKFFHPKPVPG FFHPKPVPGFQVAYVVFQK 33.6 2234.204102 2.085753936 ZG14_HUMAN[107-125] 
AETNLEALQKKLEELELDE KKPTPIQLNPAPDGSAVNGTSSAETNLEALQK 92.25 3275.699707 3.396526237 MP2K1_HUMAN[4-35] 
AEVCSAIFSKNSKYILSSG AHDGAEVCSAIFSK 81.85 1490.682373 1.455038336 CSTF1_HUMAN[303-316] 
AEVEKRNRLKLLLPWLEAR LLLPWLEARIHEGCEEPATHNALAK 67.27 2867.475174 5.108675441 CLH1_HUMAN[857-881] 
AEVFTGHMGKLVPLKETIK IQRFLSQPFQVAEVFTGHMGK 77.39 2419.247086 5.381012992 ATPB_HUMAN[460-480] 
AEVRAAASHKVKEFCENLS DCEAEVRAAASHK 64 1442.657196 -1.264333623 2AAA_HUMAN[293-305] 
AEVVEKCSSKTCSKPSENE TCSKPSENEVPQQAIDSHSVK 44.21 2340.101578 1.018759195 TACC1_HUMAN[113-133] 
AEYHADIYDKVSGDMQKQG WAEYHADIYDK 71.07 1409.625153 1.432295668 PHP14_HUMAN[49-59] 
AFEEEFGRVKGHFGPINSV GHFGPINSVAFHPDGK 71.27 1678.821609 4.738442701 EIF3I_HUMAN[283-298] 
AFELILSPRSKESVPEFPL RASGQAFELILSPRS 34.84 1630.879074 3.550232566 STMN1_HUMAN[14-28] 
AFLASESLIKQIPRILGPG KYDAFLASESLIK 73.36 1483.792206 4.937349024 RL10A_HUMAN[106-118] 
AFLESSAKSKINVNEIFYD INVNEIFYDLVRQINRK 73.82 2133.169434 5.188054837 RAP1A_HUMAN[152-168] 
AFLLLCLLHKRRRALGLHG YLTARNSSLAGAAFLLLCLLHK 80.1 2431.340927 5.837930766 ABCD3_HUMAN[7-28] 
AFPLQYTPRKFVIHPESNN FVIHPESNNLIIIETDHNAYTEATK 51.09 2868.429352 4.591014239 SF3B3_HUMAN[788-812] 
AFQDLPTRHKIRELTSSRI DFYVAFQDLPTRHK 34.77 1735.86821 2.979488863 MCM6_HUMAN[109-122] 
AFQERLNSYKCITDTLQEL HGEPEEDIVGLQAFQERLNSYK 63.74 2558.240097 3.92613657 NU155_HUMAN[952-973] 
AFRNKSMLFKRELQPSEEV RELQPSEEVTWK 44.08 1500.757233 2.972499417 NDUB1_HUMAN[47-58] 
AFRQFQFKVKRENFCNIHV RENFCNIHVSLVPQPSSTGEQK 45.62 2526.228516 0.129441972 PYRG1_HUMAN[172-193] 
AFRTREGRLKAACNLLQRG AACNLLQRGITNLCVIGGDGSLTGANLFRK 75.2 3188.654663 4.521969772 K6PP_HUMAN[110-139] 
AFSVARAGQKGYHHRTEIN VACIGAWHPARVAFSVARAGQK 37.89 2351.243317 1.26528802 RL3_HUMAN[251-272] 
AFTQDTRSLKTQLSQGRSS TQLSQGRSSPQLDPLRK 40.56 1910.033356 -0.006806164 LS14A_HUMAN[175-191] 
AFVLLDTANKKVFLGRDTY KVFLGRDTYGVRPLF 35.73 1766.983185 1.765155451 ASNS_HUMAN[132-146] 
AGADGTRPPKASLPPELQP GTDHVEVGSQAGADGTRPPK 69.46 1977.950455 -1.295785743 CQ090_HUMAN[58-77] 
AGAGLDSLHKNSVSQISVL KASSEGGTAAGAGLDSLHK 56.51 1755.875122 3.484871973 ARC1B_HUMAN[308-326] 
AGAHLQGGAKRVIISAPSA RVIISAPSADAPMFVMGVNHEK 95.23 2368.20314 4.671896516 G3P_HUMAN[118-139] 
AGAISGLVGPLSTIVVSYM VLAGAISGLVGP 35.38 1052.623001 -4.408035921 OR2A4_HUMAN[198-209] 
AGARVREAQKRVEAAQETV RVEAAQETVADYQQTIKK 64.36 2077.080353 0.052477508 DCTN1_HUMAN[502-519] 
AGCDFLTISPKLLGELLQD KLLGELLQDNAK 79.09 1340.766327 2.823012425 TALDO_HUMAN[258-269] 
AGELHLEICLKDLEEDHAC KDLEEDHACIPIK 34.94 1566.771164 0.726334532 EF2_HUMAN[559-571] 
AGFAGDQIPKYCFPNYVGR YCFPNYVGRPK 38.8 1399.670685 2.664198115 ACTY_HUMAN[33-43] 
AGFTAQVIILNHPGQISAG NHPGQISAGYAPVLDCHTAHIACK 64.71 2616.232559 0.020258138 EF1A1_HUMAN[348-371] 
AGIAAAARAKQKGVIHIRV KGTGIAAQTAGIAAAARAK 70.36 1725.984924 1.673826903 RT11_HUMAN[122-140] 
AGIINFQRPKDPNNLLNDW VDRLAGIINFQRPK 31.16 1625.936539 2.978591036 PSD12_HUMAN[406-419] 
AGKIHTDFEKGFIMAEVMK APQAAGKIHTDFEK 43.98 1511.773224 0.394900499 OLA1_HUMAN[327-340] 
AGLESDTAMKKGETLRKQT LRSDAGLESDTAMK 35.64 1492.719131 4.629806007 DDX21_HUMAN[5-18] 
AGLIVLEGLKILSGKIDQC ILSGKIDQCRTIFLNK 47.18 1905.050583 3.894384782 SAE2_HUMAN[405-420] 
AGLKGLKVDQQVKNSTPFM AGLKGLKVDQ 39.61 1027.602585 -0.431100511 4ET_HUMAN[440-449] 
AGNAARDNKKTRIIPRHLQ VLEYLTAEILELAGNAARDNKK 99.04 2430.311768 6.067534295 H2A1B_HUMAN[55-76] 
AGPHAALANKSFFKADKVT GAPSFVRLYQYPNFAGPHAALANK 55.13 2588.328796 5.90149135 EIF2A_HUMAN[193-216] 
AGPLMGVVQYGDNPATHFN RIQKQLLADVAQALDIGPAGPLMGVVQY 39.78 2979.621552 -3.85955055 VITRN_HUMAN[310-337] 
AGRPTPAPRKASESTTPAP LQELASPPAGRPTPAPRK 35.76 1885.053345 3.530404069 MILK1_HUMAN[290-307] 
AGSGKKAAAGAQASQAQLG AQASQAQLGEAAGPASETPA 34.39 1853.875504 -2.735890295 FOXA2_HUMAN[280-299] 
AGSTVAVAVKAAQELQEGQ AAQELQEGQRCVVILPDSVRNYMTK 54.6 2904.458572 6.641168921 CBS_HUMAN[360-384] 
AGVDIRVRVKGGGHVAQIY GGGHVAQIYAIRQSISK 69.88 1783.969299 1.660903022 RS16_HUMAN[74-90] 
AGYTGSGPIQLWQFLLELL PAAALAGYTGSGPIQ 30.43 1372.698669 -9.635763696 ETS1_HUMAN[322-336] 
AHFLEKQGFKQQALTVSTD QQALTVSTDPEHRFELALQLGELK 60 2722.42897 6.035786491 COPB2_HUMAN[632-655] 
AHISGLVAAKVIPSPFKHA AHLLADMAHISGLVAAK 84.08 1716.934479 3.590701961 GLYM_HUMAN[246-262] 
AHITKPKEHKKLFLVQLQE KLFLVQLQEK 30.12 1244.749237 3.829687023 CPSF5_HUMAN[173-182] 
AHRCIVRALKDPNAFLFDH DPNAFLFDHLLTLKPVK 79.74 1967.088028 5.934660693 EIF3M_HUMAN[214-230] 
AHRIKNEKSKLSEIVREFK LSEIVREFK 43.51 1119.628784 4.33893811 SMCA1_HUMAN[323-331] 
AIARLIEFYKHESCGQCTP AIARLIEFYK 37.63 1222.707352 4.310107395 NDUV1_HUMAN[366-375] 
AICIDPAYSKAYGRMGLAL AYGRMGLALSSLNK 77.96 1479.786743 4.109375914 SGTA_HUMAN[161-174] 
AIDCLSDEDKKLPQVEHVL KLPQVEHVLPLLK 52.92 1512.939163 2.431690639 SK2L2_HUMAN[437-449] 
AIDLFTDAIKLNPRLAILY LNPRLAILYAK 43.6 1270.776093 0.197517093 F10A1_HUMAN[143-153] 
AIEEVNNNVKLLTEMVMSH RVNAIEEVNNNVK 84.71 1497.789917 2.346791069 GGA1_HUMAN[214-226] 
AIEVMLLETSRRYNPGSES IALLKTSAIEVMLLETS 30.63 1847.032516 8.081611921 NR1H3_HUMAN[287-303] 
AIGKAGYTDKVVIGMDVAA VVIGMDVAASEFFRSGKYDLDFK 40.02 2593.288666 6.684948046 ENOA_HUMAN[240-262] 
AIHDVFSQYKNTARQYAYF NTARQYAYFYK 49.14 1423.688416 3.370119435 SETD3_HUMAN[212-222] 
AIHTAILTLKESFEGQMTE RYNEDLELEDAIHTAILTLK 72.06 2356.227386 5.286416784 PSA2_HUMAN[177-196] 
AIIARTDLKKNRDYPLASK LPIVNEDDELVAIIARTDLKK 87.03 2364.326385 6.042735931 IMDH2_HUMAN[209-229] 
AIKKKFQGIKHECQANGPE HECQANGPEDLNRACIAEK 71.57 2210.97966 0.98236996 DEST_HUMAN[133-151] 
AIKKKFTGIKHEWQVNGLD HEWQVNGLDDIK 70.24 1452.699738 2.98341074 COF2_HUMAN[133-144] 
AIKKKLTGIKHELQANCYE HELQANCYEEVK 66.14 1518.677261 1.503281875 COF1_HUMAN[133-144] 
AIKQELTQIKQKVDSLLEN QKVDSLLENLEKIEK 57.36 1784.988327 2.491332819 HNRCL_HUMAN[192-206] 
AINMVTEEDKRTLRDIETF RTLRDIETFYNTSIEEMPLNVADLI 107.37 2952.490234 5.794430682 IF4A1_HUMAN[382-406] 
AINVNDSVTKSKFDNLYGC SKFDNLYGCRESLIDGIK 62.25 2114.046616 2.708549545 SAHH_HUMAN[187-204] 
AIRAGGDETKLLVVDRETD LLVVDRETDEFFKK 32.99 1737.93013 4.155518036 NHERF_HUMAN[228-241] 
AIRESNSIVKIFKNFKEKK SFGSAQEFAWAHDSSEYAIRESNSIVK 53.44 3015.399841 6.928102773 COPB2_HUMAN[387-413] 
AIRGGLPKLKELNLSFCEI GAVAIADAIRGGLPKLK 32.37 1648.998795 4.182537926 RAGP1_HUMAN[280-296] 
AIRSLQEAEKLYAKAEALC CGEAIRSLQEAEK 69.94 1489.719452 4.26254755 BROX_HUMAN[267-279] 
AITSLLLLNQCLEELQGVR GDLAITSLLLLNQ 31.82 1369.781662 1.006729786 RRP5_HUMAN[805-817] 
AIYFMEEALQARLKDTENA ARLKDTENAIENMV 37.86 1602.803513 6.568490719 OPA1_HUMAN[754-767] 
AIYLAKLTIQMMSPLQIER AIYLAKLTIQ 39.85 1132.685562 8.909798393 STYX_HUMAN[172-181] 
AKAGLLERVKELQAEQEDR ELQAEQEDRALRSFK 46.53 1818.922379 -0.466210109 VIGLN_HUMAN[1040-1054] 
AKASPALVAKDPGTVANKK DPGTVANKKEEEDLAK 71.31 1742.868622 -1.399990779 STAM1_HUMAN[163-178] 
AKEFTNVYIKNFGEDMDDE NFGEDMDDERLK 33.91 1467.62999 3.326451512 PABP1_HUMAN[197-208] 
AKEGFEKISKGANPVEIRR GANPVEIRRGVMLAVDAVIAELKK 56.27 2548.452271 5.583388852 CH60_HUMAN[134-157] 
AKHFLELKSFKDNYNTLES KHFLELKSF 32.79 1147.638962 3.66143024 CA043_HUMAN[234-242] 
AKKLLGLGQKHLVMGDIPA HLVMGDIPAAVNAFQEAASLLGKK 96.34 2479.325684 5.670493429 NASP_HUMAN[53-76] 
AKKLVIKNFKDKPKLPENY DKPKLPENYTDETWQK 31.55 1990.963593 0.45204242 CUL4B_HUMAN[186-201] 
AKKVEDMMKKLWGDRYFDP LWGDRYFDPANGK 48.94 1537.731369 4.638651551 EF2_HUMAN[260-272] 
AKLIQQQLEKELNTLRVTR ELNTLRVTRSAAPSTLDSSSTAPAQLGK 54.49 2870.509735 2.694991731 SRPRB_HUMAN[200-227] 
AKLISTVSKKDFISVLRGM DFISVLRGMDGSTNETASSRK 55.77 2270.0961 3.652708799 RRP15_HUMAN[209-229] 
AKLTTEEVIKELAQIAGRP ELAQIAGRPTEDEDEKEK 56.8 2056.991241 -0.004375322 PPM1G_HUMAN[113-130] 
AKMTDFDRFKVMKAKKMRN MTDFDRFK 34.5 1058.485519 2.697249938 RL14_HUMAN[104-111] 
AKNALTPSSKKPVRVCDAC KPVRVCDACFNDLQG 31.29 1777.82399 0.524236373 EEA1_HUMAN[1397-1411] 
AKNIILGGVKAVTLHDQGT AVTLHDQGTAQWADLSSQFYLREEDIGK 41.06 3177.536697 5.489472401 UBA1_HUMAN[98-125] 
AKPTRLNVFKNDQDTWDYT IEYAKPTRLNVFK 50.97 1577.892929 1.619248019 HNRPL_HUMAN[234-246] 
AKQKAAPEAKKQKVEGTEP KQKVEGTEPTTAFNLFVGNLNFNK 62.03 2695.396957 4.450550398 NUCL_HUMAN[295-318] 
AKQQEEKIEKMRAEDGENY MRAEDGENYDIK 60.59 1439.635056 3.595355627 TBCA_HUMAN[40-51] 
AKTDSDIIAKMKGTFVERD PMRIQYAKTDSDIIAK 60.57 1848.97673 3.419188515 SNRPA_HUMAN[81-96] 
AKTFRKAINRKEGICALGG KEGICALGGTSELSSEGTQHSYSEEEK 45.83 2912.298141 4.240980628 PLST_HUMAN[97-123] 
AKVHILYVGSMPLKNSFRG MPLKNSFRGTIRKEDVRA 32.93 2133.147659 5.181544725 EXOS1_HUMAN[93-110] 
AKVKKALLQKNVECARVYA NVECARVYAENAIRK 50.8 1791.904953 1.382885848 CHM1A_HUMAN[41-55] 
AKVKYLTGEKGVRVELNKP GVRVELNKPSDSVGK 35.66 1583.863113 -0.392079337 EGLN1_HUMAN[409-423] 
AKWDAWNELKGTSKEDAMK AKWDAWNELK 48.28 1259.629837 2.242722359 ACBP_HUMAN[54-63] 
AKYAISVARKIGARIYALP IGARIYALPDDLVEVKPK 77.36 1996.135681 5.215577327 PLSI_HUMAN[594-611] 
ALAAAELLKKEKINIRVLD SKDDQVTVIGAGVTLHEALAAAELLKK 39.03 2776.533432 5.618516896 TKT_HUMAN[498-524] 
ALADYIRQQKSDPIQEIRD SDPIQEIRDLAEITTLDRSK 46.59 2299.20192 5.945976246 TXND4_HUMAN[141-160] 
ALAERLGVIACIGEKLDER CIGEKLDEREAGITEK 58.32 1846.909439 1.696347387 TPISL_HUMAN[108-123] 
ALALFGGEPKNPGGKHKVR RGLALALFGGEPK 57.12 1327.7612 3.678372286 MCM2_HUMAN[493-505] 
ALAVGRLADKSVLVCKNAI ALPLTRFQAVVALAVGRLADK 30.39 2208.310638 5.910853199 CND1_HUMAN[396-416] 
ALCSLHSIGKIGGAQNRSY HVVPDQLMAFGGSSEPCALCSLHSIGK 103.2 2896.36702 4.74145711 MIF_HUMAN[41-67] 
ALCVIRCLVKKRALIAGGG LVIEEAERSIHDALCVIRCLVK 60.17 2622.398529 4.207598455 TCPD_HUMAN[396-417] 
ALCVLAQTVKDSRTVYGGG DSRTVYGGGCSEMLMAHAVTQLANRTPGK 75.33 3106.474655 0.123934699 TCPB_HUMAN[403-431] 
ALDDISESIKELQFYRNNI AASHRALDDISESIK 43.03 1611.821609 0.61607314 ORN_HUMAN[191-205] 
ALEEPTVIKKYLLKVAELF NVADDYIHTAACLHSLALEEPTVIKK 45.05 2907.480011 4.238034295 SNX5_HUMAN[239-264] 
ALEKKRELEKRLQDVSGQL RLQDVSGQLNSTK 70.63 1444.763397 3.299502195 BRD2_HUMAN[739-751] 
ALELDGQSVKAHFFLGQCQ AHFFLGQCQLEMESYDEAIANLQRAYSLAK 62.51 3502.664902 6.909025179 STUB1_HUMAN[96-125] 
ALEQQVEEMKTQLEELEDE RALEQQVEEMK 58.17 1359.68161 1.981346206 MYH9_HUMAN[1528-1538] 
ALFHTPVEGKEPGTVALVS LNPVGAKFDPYEHEALFHTPVEGK 30.61 2694.344193 3.669909741 GRPE1_HUMAN[163-186] 
ALFKPGAWFKGILIPLCES ALFKPGAWFK 39.73 1163.649139 4.196282055 BYST_HUMAN[279-288] 
ALHGRWFAGKMITAAYVPL CPSIAAAIAAVNALHGRWFAGK 88.89 2280.194946 7.055537084 RBM39_HUMAN[478-499] 
ALIDSMSLAKKDEKTDTLE KDEKTDTLEDLFPTTK 50.59 1879.941483 1.627710239 KU86_HUMAN[466-481] 
ALIHAAGKAKRASFITANG RASFITANGVSLLK 61.35 1475.845993 3.922495997 UN45A_HUMAN[470-483] 
ALKGAGTNEKVLTEIIASR VLTEIIASRTPEELRAIK 57.02 2038.178589 3.87257527 ANXA5_HUMAN[109-126] 
ALKSVTAFFKWLREAEEES WLREAEEESDHN 37.4 1513.643311 2.431220072 IF4G1_HUMAN[1589-1600] 
ALLAYTLGVKQLIVGVNKM NGQTREHALLAYTLGVK 66.11 1870.006073 1.701063994 EF1A1_HUMAN[130-146] 
ALLFGGVDEKGPQLFHMDP GPQLFHMDPSGTFVQCDARAIGSASEGAQSSLQEVYHK 53.62 4104.905823 8.119309294 PSA5_HUMAN[150-187] 
ALLTMSKGEKARLEIEPEW VIRGWDEALLTMSKGEK 52.82 1932.013855 4.087962402 FKBP3_HUMAN[171-187] 
ALQEEEQASKQINPKRPRA SFRAALQEEEQASK 94.69 1592.779404 1.292080997 KIF2A_HUMAN[683-696] 
ALQSDQEIEAHLRLLLQQV YSSLKEDLKALQSDQEIEA 30.02 2166.069153 6.093988265 SMC1B_HUMAN[979-997] 
ALSALRQLVKDRLGGRSGG NRPEDYQGGRTGEAIVDAALSALRQLVK 37.77 3026.589706 5.592432951 PDIA6_HUMAN[109-136] 
ALSMIIKSLKNLASRVPGQ NLASRVPGQEETVK 51.94 1526.805252 -0.064186313 USP9X_HUMAN[309-322] 
ALSYGVFRRKDINTTAQNI VLQLINDNTATALSYGVFRRK 30.34 2378.307007 5.367263336 HYOU1_HUMAN[199-219] 
ALTLLDYLIKTGSERVAQQ TGSERVAQQCRENIFAIQTLK 41.04 2448.254318 1.708564331 EPN2_HUMAN[87-107] 
ALVSELLPAKHLCQQLQAE HLCQQLQAEQAAAEK 112.98 1723.831131 1.004158684 NUMA1_HUMAN[1365-1379] 
ALYDATYETKESKKEDLVF ESKKEDLVFIFWAPESAPLK 102.27 2333.230698 6.114268946 COF1_HUMAN[93-112] 
ALYLLGFELKKPVSTTNLQ KPVSTTNLQDPGVLGCPRTCLHAILNILEK 38.56 3343.774445 9.63521928 NU205_HUMAN[1013-1042] 
AMAISEMTDKLGLQSLRNR LGLQSLRNRTWYVQATCATQGTGLYEGLDWLSNELSKR 96.64 4384.202225 7.375344097 ARF4_HUMAN[143-180] 
AMAKEIGAVKYLECSALTQ YLECSALTQRGLK 58.81 1537.792236 2.045790014 RAC1_HUMAN[154-166] 
AMEKAMKRDKIIVNDRQLA IIVNDRQLACARIASPEGQDYLK 54.72 2629.364578 3.017459072 CV028_HUMAN[286-308] 
AMFNIRNIGKTLVTRTQGT APAMFNIRNIGK 52.23 1330.717941 0.955123517 RS3A_HUMAN[35-46] 
AMHDIIAAEKCFGTGAAGN CFGTGAAGNRTSPQEGERYNYSK 69.42 2549.13533 1.726860064 PRKDC_HUMAN[1312-1334] 
AMLWDLNEGKHLYTLDGGD HLYTLDGGDIINALCFSPNRYWLCAATGPSIK 122.24 3622.770081 7.872704964 GBLP_HUMAN[226-257] 
AMNREVSSLKNKLRRGDLP LQRELEDATETADAMNREVSSLK 45.2 2605.265305 3.971188646 MYH9_HUMAN[1896-1918] 
ANANSRQQIRKLIKDGLII KVWLDPNETNEIANANSRQQIR 33.23 2595.315308 2.717974182 RL19_HUMAN[21-42] 
ANAVTLWMLFFRTRSICTT VVGVPANAVTLWMLF 32.41 1631.874557 1.509307189 PAR3_HUMAN[106-120] 
ANFFNSLLSKKTGSPGGPG KTGSPGGPGVSGGSPAGGAGGGSSGLPPSTKK 115.73 2650.331116 0.628978013 DC1L1_HUMAN[455-486] 
ANFSDRSLLKNLGHWLGMI NLGHWLGMITLAK 35.16 1452.791122 5.066798584 CNOT1_HUMAN[1194-1206] 
ANIRLTSLKKTLATTLAPR TLATTLAPRVLLPAIKK 40.06 1805.150208 2.723319078 HEAT1_HUMAN[1812-1828] 
ANLKISLLNKDKIELDSSS DKIELDSSSPASKENEEK 38.83 2004.9487 -0.582558546 CINP_HUMAN[62-79] 
ANLPKLNKLKKLELSDNRV KLELSDNRVSGGLEVLAEK 91.04 2056.116394 4.823656885 AN32A_HUMAN[68-86] 
ANLPNQVHRKSVKKGFEFT QQPTQFINPETPGYVGFANLPNQVHRK 69.66 3079.562805 4.506483835 SEPT2_HUMAN[4-30] 
ANLVFKEIEKKLEEEGEQF KLEEEGEQFVK 64.41 1334.671768 1.248246977 NLTP_HUMAN[443-453] 
ANNSPALTGNSQPQHQAAA SQPQHQAAAAAAQQQQQCGGGGATKPAVSGK 35.94 3017.448578 -1.506570827 PR38B_HUMAN[12-42] 
ANQENLPILKRAVAGDASE RAVAGDASESALLK 77.61 1386.746658 1.424917802 AT1A1_HUMAN[445-458] 
ANRSNDQRQKIKAAFKTSY GFGTDEQAIVDVVANRSNDQRQK 76.78 2546.247345 4.33461424 ANXA7_HUMAN[200-222] 
ANRVPAGLEKRLCAAAASI RLCAAAASILGK 61.36 1229.691391 2.076130661 DDTL_HUMAN[22-33] 
ANTLRDAAPKMYKEEGLKA VRIQTQPGYANTLRDAAPK 52.08 2098.128311 2.502706804 MPCP_HUMAN[188-206] 
ANWKFATVIFDQTRFLLKE DQTRFLLK 33.92 1019.57637 4.32728742 CI084_HUMAN[627-634] 
APCRSERLAKYNQLLRIEE YNQLLRIEEELGSK 68.92 1690.888947 4.006768163 ENOA_HUMAN[407-420] 
APGGRLSWGKGSSGGSGAK ITKPGSIDSNNQLFAPGGRLSWGK 53.57 2542.329208 4.073036634 IF4G1_HUMAN[1073-1096] 
APGHRDFIKNMITGTSQAD YYVTIIDAPGHRDFIKN 84.48 2021.037048 4.787641082 EF1A1_HUMAN[85-101] 
APGNYLISVKYGGPNHIVG YGGPNHIVGSPFK 69.31 1371.693542 2.873819756 FLNB_HUMAN[2456-2468] 
APGPHALLLVTQLGRFTAQ TQLGRFTAQDQQAVRQ 31.41 1845.944565 3.789929629 GIMA1_HUMAN[119-134] 
APGSYLISIKYGGPYHIGG YGGPYHIGGSPFK 61.56 1378.666992 1.748065352 FLNA_HUMAN[2501-2513] 
APITTGYTVKISNYGWDQS KAELLDNEKPAAVVAPITTGYTVK 42.28 2527.389725 4.421953563 CYBP_HUMAN[51-74] 
APKIFGGEIKTHILLFLPK THILLFLPK 41.95 1080.66954 3.945702032 PDIA1_HUMAN[255-263] 
APPRSYTPMKGGISNVWFD GGISNVWFDRFK 57.41 1424.720093 4.428940134 LYPL1_HUMAN[71-82] 
APQRPISTQRTAAAPKAGP KPLTSSSAAPQRPISTQR 68.13 1924.048996 -1.249448431 MARE1_HUMAN[151-168] 
APRENDEFCKMGRYNLSPS PGDRVAIEPGAPRENDEFCK 34.85 2256.059311 1.170625252 DHSO_HUMAN[88-107] 
APRKPDWDLKRDVAKKLEK EQLEAAKPEPVIEEVDLANLAPRKPDWDLK 43.53 3412.787766 5.22915611 CCD12_HUMAN[88-117] 
APRPSTGPHKLRECLPLII GVFAPRPSTGPHK 51.58 1349.720428 1.812227147 RS4X_HUMAN[25-37] 
APSGPSGTLKAGKATKVGK VAFRDCEGRYLAPSGPSGTLK 32.9 2280.132095 4.125199597 FSCN1_HUMAN[221-241] 
APSRPALQEKQPEKEEEEE AIARFQQGQQGRQEQQEGPVGPAPSRPALQEK 45.75 3485.787582 -2.674288028 DDX54_HUMAN[600-631] 
APTHFLVIPKKHISQISVA IIFEDDRCLAFHDISPQAPTHFLVIPK 45.59 3178.62738 5.131460234 HINT1_HUMAN[31-57] 
APTNPRFGGKELRDEEQTA ELRDEEQTAESIK 83.38 1546.747437 1.322129231 MCM6_HUMAN[314-326] 
APVGKETPSKRMKRDKTSD IQAQNRVVSAPVGKETPSK 61.52 2008.106522 0.064737602 ORC2_HUMAN[211-229] 
APVNVTTEVKSVEMHHEAL SVEMHHEALSEALPGDNVGFNVK 87.16 2479.180161 -0.548165084 EF1A1_HUMAN[291-313] 
APVRHLSGNQFILELFHGP KIAPVRHLSGNQ 33.47 1318.746948 -6.305986158 THNS1_HUMAN[326-337] 
APWTASSSEKAPDMSSSEE APSRGFVVRDAPWTASSSEK 44.13 2147.075958 2.921647917 VIGLN_HUMAN[1221-1240] 
AQAPDGRRKFGTDHVEVGS GTDHVEVGSQAGADGTRPPK 69.46 1977.950455 -1.295785743 CQ090_HUMAN[58-77] 
AQAVETPGWKAPEDAGPQP APEDAGPQPGSYEIRHYGPAK 49.68 2239.065765 3.049486132 HEBP2_HUMAN[27-47] 
AQFGGIDQRKIFTFAEKYL VDAQFGGIDQRK 33.63 1332.678619 2.613533338 SYYC_HUMAN[179-190] 
AQGEVVRKLKAEKSPKAKI SLYDEVAAQGEVVRKLK 77.4 1904.036697 5.007781633 SYEP_HUMAN[825-841] 
AQGVGRRSLKNKLIMWDPD TLVLIGAQGVGRRSLK 34.36 1667.020615 -0.601672223 MPP2_HUMAN[376-391] 
AQLHLQLQSKHDAATCFVD HDAATCFVDAGNAFK 55.71 1622.714752 4.12949965 SNAA_HUMAN[79-93] 
AQMVTTDFQKIFPMGDRLY IFPMGDRLYIGLAGLATDVQTVAQRLK 65.15 2945.616074 5.62836418 PSB3_HUMAN[42-68] 
AQNQVLNLIKACPRPEGLN ACPRPEGLNFQDLK 50.32 1643.80896 5.033431622 RFA2_HUMAN[218-231] 
AQNRLCELEKLRQDFEEVT LRQDFEEVTTQNEK 66.43 1735.837677 1.581369063 BRE1A_HUMAN[349-362] 
AQPLVFSNSKQTAISQPAS QTAISQPASGNTFSHHSMVSMLGK 73.68 2515.194778 1.504853633 UBP2L_HUMAN[321-344] 
AQRALDEATKYALERKTFG TRPVVAAGAVGLAQRALDEATK 61.15 2193.222946 3.855513191 ACADM_HUMAN[280-301] 
AQRANASRRKLQRELEDAT LQRELEDATETADAMNREVSSLK 45.2 2605.265305 3.971188646 MYH9_HUMAN[1896-1918] 
AQRYNELSYKTIVHESERL TIVHESERLEALK 44.46 1523.830719 -1.651758275 CSN4_HUMAN[215-227] 
AQSQREITLKGFREGSFKV QNAQCLHGDIAQSQREITLK 54.4 2309.154602 1.567240235 DDX50_HUMAN[413-432] 
AQVPSPPRGKISNIVHISN ISNIVHISNLVRPFTLGQLK 76.89 2248.305557 7.256575935 ACINU_HUMAN[1010-1029] 
AQVTGSNTRKHILQVSTFQ KEDGSEVGVGGAQVTGSNTRK 133.13 2075.024338 -3.510802195 CUL3_HUMAN[569-589] 
ARDLEKPFLLPVEAVYSVP PVEAVYSVPGRGTVVTG 32.76 1686.894119 -1.224736026 EFTU_HUMAN[261-277] 
ARELLAALQKVVVPIYCTS QARELLAALQK 43.31 1239.729874 3.218443053 CHERP_HUMAN[229-239] 
ARERFQNLDKKASSEGGTA KASSEGGTAAGAGLDSLHK 56.51 1755.875122 3.484871973 ARC1B_HUMAN[308-326] 
ARESHPHGVKRSASPDDDL RSASPDDDLGSSNWEAADLGNEERK 110.55 2718.2117 3.407387291 SMAP_HUMAN[14-38] 
ARFSRFKNRETIASVRSLL TIASVRSLLLQ 33.79 1199.723755 -9.58637349 RPB4_HUMAN[79-89] 
ARGIWHNDNKTFLVWVNEE PVSPLLLASGMARDWPDARGIWHNDNK 38.22 3015.513718 7.662044401 KCRB_HUMAN[197-223] 
ARIYKTDRDKYNRISREWT VLLSICSLLCDPNPDDPLVPEIARIYKTDRDK 43.38 3724.916794 5.924159175 UB2D3_HUMAN[102-133] 
ARKELQAAGKSPEDLERLL SPEDLERLLPHK 41.25 1432.767395 3.00607064 G6PI_HUMAN[455-466] 
ARKLKPCHLKAIIRGALCH AIIRGALCHLELK 40.62 1492.854767 0.043540739 TTC4_HUMAN[153-165] 
ARLERDLSNKKIYQEEEMP VNFATWNQARLERDLSNK 31.01 2161.102814 2.196563703 T2FA_HUMAN[37-54] 
ARLGITMKAKLARLEAQEQ LARLEAQEQAFLARLK 46.21 1856.063156 4.961038082 GPTC4_HUMAN[171-186] 
ARLREDGIQKRVIQEGRGE RVIQEGRGELPDFQDGTK 62.79 2044.033768 1.793023216 AIP_HUMAN[16-33] 
ARMGVVECAKHELLQPFNV HELLQPFNVLYEK 43.87 1628.856216 4.922472543 PA2G4_HUMAN[299-311] 
ARPGAHAKVKKLFVGGLKG KLFVGGLKGDVAEGDLIEHFSQFGTVEK 34.76 3019.565506 4.890107524 ROA0_HUMAN[99-126] 
ARQDVYDLLKTNLYQDDAV NASNDIVRHGGSLGLGLAAMGTARQDVYDLLK 64.08 3311.704437 4.032968598 PSMD1_HUMAN[467-498] 
ARQQEGESRLNLVQRNVNI NLVQRNVNIFK 38.91 1343.767349 3.151587217 LDHA_HUMAN[108-118] 
ARQRYEDQLKQQQLLNEEN QQQLLNEENLRKQEESVQK 54.99 2340.203293 3.931709706 ATD3A_HUMAN[195-213] 
ARSASPPKAKNLNGGLRRS NLNGGLRRSVAPAAPTSCDFSPGDLVWAK 74.97 3055.529785 6.299071308 MSH6_HUMAN[71-99] 
ARSLDTHVTKSLHSIIRHR PWNLARSLDTHVTK 32.83 1636.86853 2.12723254 TTL12_HUMAN[420-433] 
ARSSSTIRIKTFSEVLAEK TEGPSKTDDSTSGARSSSTIRIK 48.73 2380.182999 -1.722136492 ZC11A_HUMAN[382-404] 
ARVEEEAAQKNMALKKIRE KEEELQAALARVEEEAAQK 37.4 2141.096344 3.160530361 MYH9_HUMAN[1081-1099] 
ARVNENLARKIASRNEFDR IASRNEFDRTIAETEAAYLK 47.79 2297.165115 3.058552454 SSNA1_HUMAN[65-84] 
ARVSMVGQVKQCEGITSPE SGQIRNLESARVSMVGQVK 55.64 2058.100388 1.026674895 PPME1_HUMAN[218-236] 
ASAGRDEIVKALLGKGAQV DDAGWSPLHIAASAGRDEIVK 39.18 2207.097076 4.555757927 PSD10_HUMAN[70-90] 
ASASKHEALKENGVTHPID ENGVTHPIDYHTTDYVDEIK 66.91 2345.081177 3.83995236 VAT1_HUMAN[231-250] 
ASAYAVGDVKCLVMDVQAF GQYFGELALVTNKPRAASAYAVGDVK 62.77 2724.423492 6.449437854 KAP2_HUMAN[333-358] 
ASCLYGQLPKFQDGDLTLY FQDGDLTLYQSNTILRHLGRTL 46.58 2560.339783 6.201130063 GSTP1_HUMAN[56-77] 
ASENDLPEWKERGTGDVKL LFRFASENDLPEWK 46.3 1750.867844 5.63092185 RANG_HUMAN[55-68] 
ASFHTSAPLAKEDYYQILG KEDYYQILGVPRNASQK 59.8 2008.03775 0.753471891 DNJA3_HUMAN[91-107] 
ASGDEMVSLKDYCTRMKEN KLSELLRYYTSASGDEMVSLK 76.68 2389.219864 4.067436466 HS90A_HUMAN[458-478] 
ASGERISVLKASRRNLVDR TASGERISVLK 47.28 1159.656067 2.239457089 BPA1_HUMAN[3019-3029] 
ASGGCDNLIKLWKEEEDGQ RFASGGCDNLIK 68.95 1336.655762 2.536180291 SEC13_HUMAN[181-192] 
ASGPAQSVAKMFRAVEEGL MFRAVEEGLTYK 59.36 1442.722763 3.632714569 RRP12_HUMAN[471-482] 
ASHSAVDITKVARRHRMSP ENILRASHSAVDITK 37 1652.884552 2.917324137 GEPH_HUMAN[297-311] 
ASINLNAINKCPLLKPWAL CPLLKPWALTFSYGRALQASALK 46.13 2590.409348 5.626137819 ALDOA_HUMAN[290-312] 
ASLPPLHVAKLSHEGPGSE LSHEGPGSELPAGALYRK 106.91 1880.974426 2.093595716 DCTN1_HUMAN[1134-1151] 
ASNNELVRTKTLVKNCIVL TRIIDVVYNASNNELVRTK 63.91 2204.191299 3.767368106 RS8_HUMAN[76-94] 
ASPEGQDYLKGMAAAGNYA IIVNDRQLACARIASPEGQDYLK 54.72 2629.364578 3.017459072 CV028_HUMAN[286-308] 
ASQQAASQAQPGQQQVLRA QAAAAANNTASQQAASQAQ 30.03 1800.835022 8.424980531 PUM2_HUMAN[361-379] 
ASQSSQRTGKGQPSNKEDV QHLSNMEVQVASQSSQRTGK 51.06 2230.076035 -0.557380098 TPR_HUMAN[906-925] 
ASRCTANDLKCIIRLIKHD LTKEDEQQQALQDIASRCTANDLK 34.27 2774.350449 4.780578461 DNL3_HUMAN[300-323] 
ASRKPLVLCGDLNVAHEEI DLNVAHEEIDLRNPK 51.59 1761.900925 2.967249705 APEX1_HUMAN[210-224] 
ASRNVESYTKLGNPTRSED LGNPTRSEDLLDYGPFRDVPAYSQDTFK 47.67 3200.541458 5.437829889 RPN1_HUMAN[188-215] 
ASSKDAIKKKLTGIKHELQ LTGIKHELQANCYEEVK 62.06 2031.009491 1.256025642 COF1_HUMAN[128-144] 
ASSLIEEAKKAAGHPGDPE AAGHPGDPESQQRLAQVAK 33.24 1958.992218 1.145486939 TLN1_HUMAN[1172-1190] 
ASSLQQASLKLFEMAYKKM KDSETGENIRQAASSLQQASLK 40.92 2360.19313 1.814682004 GRP75_HUMAN[625-646] 
ASSSADKLIKIWGAYDGKF IWGAYDGKFEK 38.62 1312.645172 2.378403598 WDR5_HUMAN[71-81] 
ASSSFGSEAKAQQQEEQGS AQQQEEQGSVNDVKEEEKEEK 74.44 2460.125168 -1.104415351 LAS1L_HUMAN[552-572] 
ASSTGEPEVKRSRVEEPSG RSRVEEPSGAVTTPAGVIAAAGPQGPGTGE 110.24 2818.420959 3.992661197 FOXK1_HUMAN[704-733] 
ASSVLRCGKKKVWLDPNET KVWLDPNETNEIANANSRQQIR 33.23 2595.315308 2.717974182 RL19_HUMAN[21-42] 
ASSVSEELHKEVQEAFLTL LILREASSVSEELHK 35.5 1709.931152 0.186557219 FTO_HUMAN[49-63] 
ASTTEPDFQKDILIACRLN HSLNSSSASTTEPDFQK 37.63 1834.833328 -0.961940234 LPPRC_HUMAN[1021-1037] 
ASVHNLRSHKIQTQLNLIH IQTQLNLIHPDIFPLLTSFRCK 39.8 2653.441406 5.022534121 RNZ2_HUMAN[385-406] 
ASVNFSEFSKKCSERWKTM HPDASVNFSEFSK 81.48 1463.668106 3.810973251 HMGB1_HUMAN[31-43] 
ASVNPISKLPDGFTQLLNL TIIEASVNPISKLP 36.86 1480.850067 -1.549785526 LRRC7_HUMAN[118-131] 
ASVPNQPLKKQIQKIERTL AAVHTYGIASVPNQPLKK 77.25 1893.047211 1.549353858 DDX20_HUMAN[457-474] 
ATALYSAASKQNKLEQVEK LVRPPVQVYGIEGRYATALYSAASK 75.28 2708.464951 4.268469487 ATPO_HUMAN[27-51] 
ATASHDGYVKFWQIYIEGQ GHSTCLSEGALSPDGTVLATASHDGYVK 118.69 2829.323959 3.075646383 EDC4_HUMAN[295-322] 
ATEIIKASSKDAIRLLDSV DAIRLLDSVPPTAISHFK 45.62 1979.084 5.590465084 DDX21_HUMAN[578-595] 
ATEQPLTAKKKVLFALCSL KVLFALCSLLRHFPY 30.5 1863.022919 -3.379453863 SIL1_HUMAN[288-302] 
ATFARAQTPESCGSLTPER EQGMSPITMATFARAQTPE 30.17 2064.960846 -8.224369015 FIL1L_HUMAN[970-988] 
ATFRLMLLEKDVNPGGKEE DVNPGGKEETPGQRPAVTETHQLAELNEK 38.91 3143.548309 7.667768277 SRRM2_HUMAN[102-130] 
ATFVKMLPDKDCRYALYDA DCRYALYDATYETK 52.66 1767.777374 4.525456722 COF1_HUMAN[79-92] 
ATGSGQPTRKAGKGSRGGR KVAQPPLSAQATGSGQPTRK 79.51 2021.101776 -2.238383071 ZN598_HUMAN[515-534] 
ATHQDPADPKMLQMVLQGS KTQELAFATHQDPADPK 31.11 1895.937729 0.856040773 DOCK7_HUMAN[2003-2019] 
ATILDLSCNKLTTLPSDFC LTTLPSDFCGLTHLVKLDLSK 87.18 2357.266479 7.447185185 LRC59_HUMAN[51-71] 
ATKAAREALLSSAVDHGSD SSAVDHGSDEVK 57.34 1229.552414 0.634377186 TCPB_HUMAN[143-154] 
ATKANPWDGKSLKPDSVRS SLKPDSVRSQLETSLK 34.16 1786.978851 2.322915012 ARK72_HUMAN[113-128] 
ATKLERVFAKPFLASLDGH PFLASLDGHRDGVNCLAK 51.52 1968.983978 3.526184102 SOF1_HUMAN[57-74] 
ATLEADRGGKFHMVDGNVS ETFLTSPEELYRVFTTQELVQAFTHAPATLEADRGGK 53.31 4152.080383 5.811062835 AHSA1_HUMAN[213-249] 
ATLKTSKSHLCLPMSSLIA ATLATLKTSKSHL 31.84 1369.792892 -6.722914138 GPR75_HUMAN[176-188] 
ATLLPDLIQKVLTFALSEE NRIERVLGATLLPDLIQK 46.78 2048.210571 4.927227768 PSA_HUMAN[777-794] 
ATPFHIATIKNISMSVEGD KYETVIMPVFGIATPFHIATIK 72.25 2475.35997 5.685233732 SP16H_HUMAN[534-555] 
ATPPSSTYEKALGYFHRAE ALGYFHRAEQVDPNFYSK 35.07 2141.03302 1.350282771 RMD1_HUMAN[244-261] 
ATQIAVLIAKVARLDCPRQ VARLDCPRQWPELIPTLIESVK 32.87 2619.420654 6.531596967 IPO11_HUMAN[116-137] 
ATRAIPELTKLLNDEDQVV HAVVNLINYQDDAELATRAIPELTK 54.81 2793.466064 3.435874924 CTNB1_HUMAN[134-158] 
ATRANASRRKLQRELDDAT LQRELDDATEANEGLSREVSTLK 56.71 2573.293243 4.484914431 MYH10_HUMAN[1903-1925] 
ATRLVGSGFKVVVGSRNPK VGILGSGDFARSLATRLVGSGFK 33.13 2307.269928 4.730265786 STEA3_HUMAN[31-53] 
ATVDWFRRYKVPDGKPENE VPDGKPENEFAFNAEFKDK 40.56 2181.037827 4.211756388 IPYR_HUMAN[195-213] 
AVAAVLRNIKFTKDRYDSF IRPFAVAAVLRNIK 41.43 1566.972183 2.844977115 SYFB_HUMAN[117-130] 
AVAEPAVYFKEQFLDGDGW EQFLDGDGWTSRWIESK 34.68 2052.954117 3.25141217 CALR_HUMAN[25-41] 
AVCKAGAVEKGVPLYRHIA GVPLYRHIADLAGNSEVILPVPAFNVINGGSHAGNK 72.2 3695.953598 5.141298313 ENOA_HUMAN[127-162] 
AVDAVIAELKKQSKPVTTP KQSKPVTTPEEIAQVATISANGDK 69.66 2511.318024 1.234013363 CH60_HUMAN[157-180] 
AVDHGSDEVKFRQDLMNIA AAREALLSSAVDHGSDEVK 72.27 1953.975555 4.312745867 TCPB_HUMAN[136-154] 
AVDKMAGEVKAFFESHPAP AFFESHPAPSAERTIQQCCENILLNAAWLK 43.12 3500.696884 8.797391211 PSA_HUMAN[870-899] 
AVEAEGHEVKRLRFDKEGE HPDEDAVEAEGHEVK 72.11 1660.73288 1.205491879 PP4R2_HUMAN[232-246] 
AVELKKPQCKVCRSCPVVQ VCRSCPVVQSSQHLFLDLPKLEK 47.41 2739.420029 0.38803834 SYMC_HUMAN[437-459] 
AVFGSDLQEKLGKQKYFLV CLQRQNRYDGQVAVFGSDLQEK 79.14 2610.26088 2.035428735 UBA1_HUMAN[444-465] 
AVGDIPGVRFKVVKVANVS GHAVGDIPGVRF 35.36 1223.641129 4.752210319 RS23_HUMAN[109-120] 
AVGFASRTSKAFSNKQTVK LMLAQDEERQASLADCLNHAVGFASRTSK 71.25 3217.560791 8.239782159 XPOT_HUMAN[635-663] 
AVGVNLSGGKTRDGGSVVG TRDGGSVVGASVFYK 59.45 1541.783829 2.661203161 JIP4_HUMAN[700-714] 
AVIKEKIEEKRGVFNVQME RGVFNVQMEPK 45.39 1303.670685 3.456394358 IF2A_HUMAN[266-276] 
AVLADIMKDKDNFWMTRQE DNFWMTRQEYQEK 52.93 1773.778046 3.442369813 ARP2_HUMAN[369-381] 
AVLRNIKFTKDRYDSFIEL DRYDSFIELQEK 37.57 1541.73616 4.523471772 SYFB_HUMAN[134-145] 
AVLYQPLFDKRFEIINAIY RFEIINAIYEPTEEECEWKPDEEDEISEELKEK 50.74 4125.888763 5.940295875 NP1L1_HUMAN[117-149] 
AVNQGHCHPKIVNALKSQV YFDFLSSYSAVNQGHCHPK 75.73 2256.005844 6.648032424 OAT_HUMAN[78-96] 
AVPLNLIGLKAGRCADYVV AGRCADYVVTGAWSAK 91.38 1710.814789 2.644938557 SERC_HUMAN[95-110] 
AVRAHMESDKHLEALCLFK HLEALCLFK 30.25 1129.595383 4.586598067 NUP98_HUMAN[1631-1639] 
AVRGSDVRVKMLAAPINPS NLELAAVRGSDVRVK 31.66 1625.92128 -0.263850412 MECR_HUMAN[62-76] 
AVTQHAPYFKGTAVVNGEF STSSSCHAPAVTQHAPYFK 62.64 2074.953079 2.941753267 PRDX3_HUMAN[55-73] 
AVVDSILAIKKQDEPIDLF KVHAELADVLTEAVVDSILAIK 76.01 2333.320587 5.672602416 TCPZ_HUMAN[159-180] 
AVVSVTPAVKDPLVKKPET TQKPPQKPAPAVVSVTPAVK 45.42 2042.188812 1.787787681 INT12_HUMAN[223-242] 
AVYRNIQACKELAQTTRTA HFSGLEEAVYRNIQACK 63.44 2020.978867 6.637872478 TCPQ_HUMAN[21-37] 
AVYTYHEKKKDTAASGYGT DTAASGYGTQNIRLSRDAVK 47.13 2122.076675 0.922209844 NOSIP_HUMAN[22-41] 
AWDIAIATMKVGEVCHITC VGEVCHITCKPEYAYGSAGSPPK 88.61 2506.162079 2.778351831 FKBP4_HUMAN[99-121] 
AWFVLTRDSLDQFSSSGKG DQFSSSGKGARRLGSLV 30.72 1763.927841 -6.667506304 PKHH3_HUMAN[130-146] 
AWGNKIRPIKASVITQVFH ASVITQVFHVPLEERK 65.79 1852.020676 2.719192105 VIGLN_HUMAN[73-88] 
AWNALGSLPKEAARQNYVD EAARQNYVDLVSSLSPSLESSSQVEPGTDRK 75.39 3348.643326 5.652139735 PECI_HUMAN[70-100] 
AWRLDCAQLKEKNQWQLSA TAWRLDCAQLK 39.95 1360.692139 3.391656252 CN37_HUMAN[152-162] 
AYAGSGNVLKVQQLLHICS VQQLLHICSEHFDSK 62.3 1839.893768 3.05235014 PSMD2_HUMAN[609-623] 
AYGSAGSPPKIPPNATLVF VGEVCHITCKPEYAYGSAGSPPK 88.61 2506.162079 2.778351831 FKBP4_HUMAN[99-121] 
AYKLVTIKFKWWGLQSKVE WWGLQSKVENFIQKQEK 35.28 2147.116348 3.215941235 PIPNB_HUMAN[202-218] 
AYNCEEPTEKLPFPIIDDR LPFPIIDDRNRELAILLGMLDPAEKDEK 49.38 3220.716522 4.564201754 PRDX6_HUMAN[98-125] 
AYVFASPGCKKWDTCAPEV KWDTCAPEVILHAVGGK 87.87 1879.961456 3.737310665 BPNT1_HUMAN[245-261] 
CAAAASILGKPADRVNVTV RLCAAAASILGK 61.36 1229.691391 2.076130661 DDTL_HUMAN[22-33] 
CADDRADLAKYICENQDSI ECCHGDLLECADDRADLAK 51.26 2246.93544 2.799813421 ALBU_HUMAN[268-286] 
CADTHINENMVLAGAISGL VLAGAISGLVGP 35.38 1052.623001 -4.408035921 OR2A4_HUMAN[198-209] 
CAEVAYALYKLAAQENRPV LAAQENRPVTDHLDEQAVQGLK 74.63 2431.245529 1.321133535 TBCD_HUMAN[635-656] 
CAQILACYRKNCASPSSAG AVRDTLITQCAQILACYRK 51.28 2279.18782 3.400772824 SC24C_HUMAN[866-884] 
CARGEIIGVKVLGILAMID VCARGEIIGVK 41.66 1200.664871 -0.597169133 IPYR_HUMAN[129-139] 
CAVEFNFGQKEKPYFPIPE EVLAGRPLFPHVLCHNCAVEFNFGQK 93.48 3038.500748 4.964619479 HNRPU_HUMAN[436-461] 
CCGVIRAHKKAIATLCFSP AIATLCFSPAHETHLFTASYDK 31.57 2479.184189 1.514207785 LRWD1_HUMAN[394-415] 
CCIAPVLAAKVLRGVEVTV EFHQAGKPIGLCCIAPVLAAK 44.38 2279.191849 3.485007198 ES1_HUMAN[165-185] 
CCQSCVSEYKQVGSHPSFL RFCCQSCVSEYK 60.43 1622.663971 3.346965297 ZMYM2_HUMAN[492-503] 
CCTLKIEYAKPTRLNVFKN PTRLNVFKNDQDTWDYTNPNLSGQGDPGSNPNK 60.14 3688.714233 5.047558261 HNRPL_HUMAN[239-271] 
CDAISAVEEKVSYLRPLDF VSYLRPLDFEEARELFLLGQHYVFEAK 40.51 3268.692047 5.597039959 KBP_HUMAN[381-407] 
CDELLLGHEKAPAFRDYVA APAFRDYVAVARGSK 33.18 1606.857956 1.807876041 PRKDC_HUMAN[4071-4085] 
CDSALRAYVKDHYSNGFCT DHYSNGFCTVYAK 40.46 1560.666733 3.588850766 CAZA1_HUMAN[134-146] 
CDSYEIRPGKHLGVCISVA LCDSYEIRPGK 44.69 1336.644516 4.657184409 HNRPR_HUMAN[225-235] 
CDVSRQELNKIYDALDVSL LICDVSRQELNK 45.55 1473.760941 2.580472785 SYRC_HUMAN[310-321] 
CEAVAAVMAKGFDILGIKP VNMWRMLLCEAVAAVMAK 45.05 2092.045364 6.485519021 SYRC_HUMAN[630-647] 
CEEIAIIPSKKLRNKIAGY RVCEEIAIIPSK 72.28 1413.764954 2.184238611 RS17_HUMAN[33-44] 
CEEVARALGKESLREVQLE ESLREVQLEELEAARDLVSK 54.15 2313.217545 3.379708068 GALK1_HUMAN[253-272] 
CELRVTSAHKGPDETLRIK PCELRVTSAHK 33.86 1296.660843 4.628041351 PUR6_HUMAN[294-304] 
CEPCGRGFYKSSSQDLQCS SSSQDLQCSRCPTHSFSDK 31.02 2225.942993 1.244416415 EPHA7_HUMAN[286-304] 
CFKRKYLQGKRGIEKPPFE RGIEKPPFELPDFIK 46.83 1784.982483 2.610109648 SF3B2_HUMAN[492-506] 
CFPNYVGRPKHMRVMAGAL YCFPNYVGRPK 38.8 1399.670685 2.664198115 ACTY_HUMAN[33-43] 
CFTCIICNNKLRGQPFYAV LRGQPFYAVEK 38.28 1306.703354 3.527196885 LPP_HUMAN[451-461] 
CFVDAGNAFKKADPQEAIN HDAATCFVDAGNAFK 55.71 1622.714752 4.12949965 SNAA_HUMAN[79-93] 
CGEAFFFYGKSLLELARME KYGETANECGEAFFFYGK 58.36 2116.920029 4.952005676 NASP_HUMAN[76-93] 
CGHYVCHIKKEGRWVIYND EGRWVIYNDQK 46.76 1406.694244 3.25586034 UBP5_HUMAN[826-836] 
CGRHYCDSEKPRCAGCDEL PRCAGCDELIFSNEYTQAENQNWHLK 63.16 3179.418884 2.443213771 TES_HUMAN[299-324] 
CGTEGFRNAKKGTGIAAQT KGTGIAAQTAGIAAAARAK 70.36 1725.984924 1.673826903 RT11_HUMAN[122-140] 
CHIEMILTEKEQIVPKPEE EQIVPKPEEEVAQKK 68.48 1750.946472 2.114285079 RL17_HUMAN[154-168] 
CHKGHDCKLKRTSPTAYCD RTSPTAYCDCWEK 57.11 1672.697372 2.9832055 UBR5_HUMAN[1225-1237] 
CHLAWVNTPKKQGGLGPMN LNCQVIGASVDSHFCHLAWVNTPK 97.69 2752.321396 3.275780224 PRDX1_HUMAN[69-92] 
CHPWVLPVVKKVEQKIAND VNLGVGAYRTDDCHPWVLPVVK 50.31 2494.279129 2.747487208 AATC_HUMAN[34-55] 
CHVLSTVCKKEGLNLPSQL EGLNLPSQLAHRLAEK 52.69 1774.968933 4.079508021 RFC3_HUMAN[203-218] 
CHVSELEPDKYAVRFIPHE VHSPSGAVEECHVSELEPDK 76.94 2205.000809 0.944670855 FLNB_HUMAN[2323-2342] 
CIALVSVRVFYKKCPLTVR QDVGACIALVSVRVF 31.41 1632.865784 -1.300168098 EPHA4_HUMAN[186-200] 
CIASGHMDGKIRLWRNFYD NNFTCVACHPTEDCIASGHMDGK 37.29 2620.056335 3.338096163 WDR75_HUMAN[204-226] 
CIESHQFQAKNFWNGRWRS KIDGQQTIIACIESHQFQAK 36.14 2314.17395 1.854225349 CAZA2_HUMAN[147-166] 
CISLEIDDLKKITNSLTVL KITNSLTVLCSEK 78.87 1491.796661 1.845425769 EIF3J_HUMAN[198-210] 

CKFALMNRETSERVVLQAA KFALMNRET 31.51 1124.564804 -1.095534909 KALRN_HUMAN[2191-2199] 
CKLLASMLAKAGLTHIITM AGLTHIITMDLHQK 49.46 1576.839539 3.040892799 KPRA_HUMAN[125-138] 
CKTVALKRRKASSRLENLG ASSRLENLGIPEEELLRQQQELFAK 32.12 2897.524612 5.625836596 NC2B_HUMAN[104-128] 
CLAFGTDDGKVGLYDTYSN VGLYDTYSNKPPQISSTYHK 45.66 2297.132797 3.336333019 GEMI5_HUMAN[451-470] 
CLAVAALVRADAPEEEDHV DAPEEEDHVLVLRK 61.18 1648.842026 2.952375014 PDIA1_HUMAN[18-31] 
CLHKGTNDMKQQHVIETLI QQHVIETLIGKK 42.06 1392.808884 1.520668072 TCPE_HUMAN[503-514] 
CLIRNFTRQKLTEIRGPVT LTEIRGPVTIVSGKK 42.62 1596.956284 2.741465151 BMS1_HUMAN[111-125] 
CLKQSKHKPKFTFYDGPPF FTFYDGPPFATGLPHYGHILAGTIK 60.97 2719.379883 5.064022164 SYIC_HUMAN[45-69] 
CLLKYSTTWKPLNPNSWLY PLNPNSWLYHAK 47.4 1438.735703 2.035815191 CD030_HUMAN[68-79] 
CLQSCVKPLKYAIAVNDLG YAIAVNDLGTEYVHRYVGK 67.63 2167.106186 6.136293683 GLSK_HUMAN[293-311] 
CLSQGAVLQQHHVKLETKP RRCLSQGAVLQQ 33.46 1414.746307 -4.569723892 LR16B_HUMAN[17-28] 
CLVSAQRQVKVSALGLSKD DLAARNCLVSAQRQVK 42.19 1827.973724 0.693117184 PTK7_HUMAN[930-945] 
CNDVLELLDKYLIPNATQP EYREKIEAELQDICNDVLELLDK 74.09 2834.400726 5.400083291 1433B_HUMAN[83-105] 
CNDVLSLLEKFLIPNASQA KIETELRDICNDVLSLLEK 55.25 2287.209305 5.551306552 1433Z_HUMAN[85-103] 
CNEFLCTLQKKLDNLQCLY KLDNLQCLYCEK 44.26 1582.748322 1.737484072 ZN277_HUMAN[208-219] 
CNNHVSTAKYNIITFLPRF NIITFLPRFLYSQ 31.11 1610.88205 5.56403245 AT8A1_HUMAN[60-72] 
CNSPVWGADKCEELLEKTV FVIHCNSPVWGADK 66.53 1628.776962 4.268233259 H2AY_HUMAN[272-285] 
CNTTCLGAYKKKNTRVYPC RFCNTTCLGAYK 44.1 1489.680603 2.316603971 ZMYM3_HUMAN[478-489] 
CPCNCLLICKDTSRRIGCP YVRCPCNCLLICK 54.09 1754.808853 1.647472883 TM55A_HUMAN[96-108] 
CPFKLVSQKPKLGGSPTSL KLGGSPTSLGTWGSWIGPDHDK 47.37 2295.128418 4.10173127 GLU2B_HUMAN[438-459] 
CPGLEQYAIKKFAEAFEAI KFAEAFEAIPRALAENSGVK 86.83 2147.137451 6.186376188 TCPQ_HUMAN[440-459] 
CPHCGEESSKAKEVTIAKA DCASRVNNASYCPHCGEESSK 42.06 2426.963776 -2.366331157 EHMT1_HUMAN[585-605] 
CPPFIPLNFEATPIVRVAV ATPIVRVAVEPKHPSE 42.94 1728.952255 -2.49573115 ETUD1_HUMAN[614-629] 
CPSGRVYVLKFKAGSKRLF RVPQCPSGRVYVLK 39.66 1657.90863 -0.318473522 ADRM1_HUMAN[84-97] 
CPVEPQNRSKMNIPFRIGN MNIPFRIGNAKGDDALEK 59.76 1988.014908 4.399363387 SERC_HUMAN[301-318] 
CQALRTLITKGCQAEADRA GCQAEADRAEVSRFAK 39.46 1793.847855 1.284947323 RRP12_HUMAN[672-687] 
CQHRDPCEKNRCQNGGTCV RCQNGGTCVAQAMLGKA 30.35 1820.844391 -7.420183771 NOTC2_HUMAN[72-88] 
CQIARAYGLKILGTAGTEE AGESVLVHGASGGVGLAACQIARAYGLK 49.19 2711.417709 4.175675316 QOR_HUMAN[148-175] 
CQLILDPIFKVFDAIMNFK VFDAIMNFKKEETAK 71.76 1769.902176 2.496183156 EF2_HUMAN[300-314] 
CQQDVSLLRKQAEEDAHLD EYLQTHWEEEECQQDVSLLRK 47.69 2719.254761 6.200595929 ENOPH_HUMAN[41-61] 
CQQNLDAASKRLREKEDSL MQEQLERNRQCQQNLDAASK 35.04 2446.144089 0.712550012 MD1L1_HUMAN[124-143] 
CQSRNEAQGKTVSQNQPDV TVSQNQPDVSHTSRPSPSIAVK 31.59 2334.192795 -0.010281927 ZN295_HUMAN[162-183] 
CQWLHLDLIKEMRQFCQSL TALKEDGVLCCQGECQWLHLDLIK 61.58 2885.387405 4.909912608 SPEE_HUMAN[195-218] 
CQYYIYELQKRIAEMETQK NHVCQYYIYELQK 71.64 1756.824265 3.151709656 SMC4_HUMAN[320-332] 
CRAEQEIMKKVREAYENDV GAIENCCRAEQEIMKK 51.18 1935.896439 1.515576939 IF2B1_HUMAN[331-346] 
CRDIVKEVAKIIYIVHDEV IIYIVHDEVKDK 59.55 1470.808212 1.986662827 PSA3_HUMAN[197-208] 
CRESLIDGIKRATDVMIAG SKFDNLYGCRESLIDGIK 62.25 2114.046616 2.708549545 SAHH_HUMAN[187-204] 
CRKPIGADSKEVHYKNRFW FCANTCVECRKPIGADSK 49.26 2111.955063 0.283623459 FHL1_HUMAN[35-52] 
CRLWDCETGKQLALLKTNS HVLTGSADNSCRLWDCETGK 63.6 2305.021576 3.075025446 EIF3I_HUMAN[66-85] 
CRPVLQQGRKQLLEKWLKE YESLELCRPVLQQGRK 52.09 1975.030899 2.38173489 CLH1_HUMAN[430-445] 
CRQVQQLLGKVQENSAYIC VANYCRQVQQLLGK 56.65 1675.882797 2.980518691 NOC2L_HUMAN[563-576] 
CRRKKKEYVKCLENRVAVL CLENRVAVLENQNK 49.88 1685.851868 2.582670567 ATF1_HUMAN[240-253] 
CRSPDTILQKDMRLYFLQC EYVTCHTCRSPDTILQK 44.23 2106.982666 1.051740973 IF2BL_HUMAN[271-287] 
CRVDHSQNQKRLYIMTLGC LAYFNDIAVGAVCCRVDHSQNQK 68.74 2664.253693 2.766253086 NAT13_HUMAN[48-70] 
CRVTGGMKVKADRDESSPY ADRDESSPYAAMLAAQDVAQRCK 95.54 2552.174728 3.218039858 RS14_HUMAN[64-86] 
CSALTQRGLKTVFDEAIRA YLECSALTQRGLK 58.81 1537.792236 2.045790014 RAC1_HUMAN[154-166] 
CSEELGDLVKSVDPTLALS WLKEDKLECSEELGDLVK 95.71 2190.087799 4.877886633 CLH1_HUMAN[451-468] 
CSEQVQDFTKCCKNSGVLM ERCSEQVQDFTK 71.56 1525.683105 3.019631 COXAM_HUMAN[29-40] 
CSGSSQAKLFSTSSSCHAP STSSSCHAPAVTQHAPYFK 62.64 2074.953079 2.941753267 PRDX3_HUMAN[55-73] 
CSKRKEVLQKTMGFCYQIL TMGFCYQILTEPNADPRKK 37 2268.103088 3.391380242 IPO7_HUMAN[411-429] 
CSLGRLDYHKEQAAQLRNL EQAAQLRNLVQCGDFPHLLVYGPSGAGKK 46.86 3152.618927 3.364187124 RFC3_HUMAN[21-49] 
CSPSFFDRFSVASSGLSEN VASSGLSENASQAPARPL 31.8 1753.895844 6.668582995 ANR11_HUMAN[1767-1784] 
CSQLPNQVLKSISVIDSPG LSRFGNAFLNRFMCSQLPNQVLK 34.83 2739.41011 4.899594972 EHD4_HUMAN[128-150] 
CSQNYRLFFKNVTGHYISP NVTGHYISPFHDIPLK 44.86 1836.952271 3.507440069 IPYR2_HUMAN[54-69] 
CSSAREAHLKYTTFKAGPI IQCTLQDVGSALATPCSSAREAHLK 49.99 2712.332321 3.702348684 MMAB_HUMAN[117-141] 
CSTQEADGQKISWQAAIFK EGLRCRSDSEDECSTQEADGQK 59.03 2556.045258 0.259385079 PI4KA_HUMAN[1762-1783] 
CTATLGNFAKATFDAISKT KLLMMAGIDDCYTSARGCTATLGNFAK 78.59 2964.396576 6.607415539 RS2_HUMAN[212-238] 
CTGEKGFGFKNSIFHRVIP NSIFHRVIPDFVCQGGDITK 41.43 2302.152863 3.230888843 RBP2_HUMAN[3110-3129] 
CTKESYDYLKTLAGDVHIV TLAGDVHIVRGDFDENLNYPEQK 55.61 2629.277237 2.398758074 VPS29_HUMAN[51-73] 
CTTNCLAPLAKVIHDNFGI KVIHDNFGIVEGLMTTVHA 43.58 2080.07756 5.010390093 G3P_HUMAN[162-180] 
CVAQAMLGKATCRCASGFT RCQNGGTCVAQAMLGKA 30.35 1820.844391 -7.420183771 NOTC2_HUMAN[72-88] 
CVLGHVDTGKTKILDKLRH LRAPIICVLGHVDTGK 74.91 1747.976715 4.323284135 IF2P_HUMAN[629-644] 
CVNNYQGMLKVACAEEWQE VACAEEWQESRTEGEHSK 68.8 2131.922867 -1.085874182 TIPRL_HUMAN[85-102] 
CVPKDKAIKKFVIRNIVEA FVIRNIVEAAAVRDISEASVFDAYVLPK 87.92 3091.670593 5.0386998 RS26_HUMAN[39-66] 
CVQEITAHRKKLDESIYDV KLDESIYDVAFHSSK 43.33 1737.857346 2.161282115 STRN3_HUMAN[767-781] 
CVSELGELGKVQFRDLNPD VQFRDLNPDVNVFQRK 45.25 1974.043549 5.320551315 VPP1_HUMAN[35-50] 
CVSFEAPLTPLIQQRARDS LIQQRARDSPEPGAGLGIGDMAFEGDMGA 30.71 2974.391296 2.499334909 PSD2_HUMAN[183-211] 
CVYSILGVVKRTCWPTDLE RTCWPTDLEEAK 35.94 1504.698013 1.34844333 XPO5_HUMAN[734-745] 
CWPTDLEEAKAGGFVVGYT RTCWPTDLEEAK 35.94 1504.698013 1.34844333 XPO5_HUMAN[734-745] 
CYAKIICNTKDNERVVGFH DNERVVGFHVLGPNAGEVTQGFAAALK 62.24 2795.435486 5.028196884 TRXR1_HUMAN[581-607] 
CYCVEKDRQTGKILKVNMW GKILKVNMWRMLLCE 30.78 1905.999069 -4.91972958 SYRC_HUMAN[625-639] 
CYLSYVRETKGKLPSYKEK CYLSYVRETK 47.28 1317.638702 1.904922796 CSTF3_HUMAN[103-112] 
DAAEEVLLEKKGCTGVITL HTDAAEEVLLEK 85.73 1353.677582 1.536554958 HIBCH_HUMAN[31-42] 
DAAELVALAQAVNARALPA AVNARALPAVQQNNLDEDLIRK 36.65 2447.324417 3.916930642 UBA1_HUMAN[364-385] 
DAAIVIKNTKEPPLSLTIH EPPLSLTIHLTSPVVREEMEK 43.09 2404.267166 4.782330418 ILF3_HUMAN[162-182] 
DADIEDFKAKKKELEEIVQ KKELEEIVQPIISK 78.06 1652.971222 3.213607067 GRP78_HUMAN[620-633] 
DADRLAVAEKQDSGEWRVF ARIVLANDPDADRLAVAEK 30.72 2036.10141 2.451744287 PGM2_HUMAN[315-333] 
DAEAEDTPRKRLRTDKHSL RIQDPTEDAEAEDTPRK 48.6 1969.934082 0.289349783 NSD2_HUMAN[531-547] 
DAEALYTAMKGFGSDKEAI YRGSIHDFPGFDPNQDAEALYTAMK 54.17 2842.302063 4.945990851 ANXA6_HUMAN[10-34] 
DAEILRKAMKGFGTDEQAI GFGTDEQAIVDVVANRSNDQRQK 76.78 2546.247345 4.33461424 ANXA7_HUMAN[200-222] 
DAENHEAQLKNGSLDSPGK NGSLDSPGKQDTEEDEEEDEKDK 81.9 2593.07869 -0.939809505 NUDC_HUMAN[134-156] 
DAETLRKAMKGLGTDEESI GLGTDEESILTLLTSRSNAQRQEISAAFK 41.48 3134.620728 6.314639543 ANXA5_HUMAN[30-58] 
DAFLGAEEAKTFDQLTPEE VHNDAQSFDYDHDAFLGAEEAK 67.48 2478.072388 0.771970992 CALU_HUMAN[38-59] 
DAFRYMAQGKHIGKVVVQV CTVFHGAQVEDAFRYMAQGK 32.73 2314.062317 2.461040033 FAS_HUMAN[1828-1847] 
DAHLENLLSKAECTKIWTE LGQAEKTELDAHLENLLSK 83.57 2108.111298 5.154376816 SHLB1_HUMAN[30-48] 
DAIHEYLLLKGVEAVAIHG KADVDAIHEYLLLK 97.04 1626.898071 3.284163953 DDX41_HUMAN[442-455] 
DAINCRDCFKTIISYIDEQ LRLTVVDTPGYGDAINCRDCFK 72.03 2569.241745 1.224875007 SEPT2_HUMAN[95-116] 
DAKMKRLESKYAPLHLVPL YAPLHLVPLIERLGTPQQIAIAREGDLLTK 30.89 3324.892136 6.086212476 CYFP1_HUMAN[1054-1083] 
DALGNAIDGKGPIGSKTRR RTGAIVDVPVGEELLGRVVDALGNAIDGK 63.24 2932.59819 5.776788671 ATPA_HUMAN[133-161] 
DALRICIVTKEGIREETVS EGIREETVSLRKD 39.12 1530.800156 0.04376796 PSB1_HUMAN[229-241] 
DAMIPEREMKDFQFRALKK DFQFRALK 32.66 1023.550156 5.115528506 NU214_HUMAN[16-23] 
DAPGHRDFIKNMITGTSQA YYVTIIDAPGHRDFIK 70.75 1906.994125 2.553232827 EF1A1_HUMAN[85-100] 
DASFFGVHPKQAHTMDPQL DLSRFDASFFGVHPK 37.64 1721.85257 2.801633592 FAS_HUMAN[56-70] 
DASGNKVKAEPAKIEAFRA PAKIEAFRASLSK 57.25 1416.808853 3.924312012 PGK1_HUMAN[144-156] 
DATAETDLAKRFDVSGYPT RSPPIPLAKVDATAETDLAK 65.36 2092.152786 1.139974105 PDIA4_HUMAN[226-245] 
DATEQVGQHKDAYQVILDG PTVEELYRNYGILADATEQVGQHK 64.87 2730.361282 4.069424832 API5_HUMAN[2-25] 
DATSASVLASRFDVSGYPT RFDVSGYPTIK 61.83 1281.671738 3.133407628 PDIA4_HUMAN[131-141] 
DATVSQGEPIQELLVTHGK LNMQAILDATVSQGEPI 31.8 1798.913483 -2.485945012 ZMY10_HUMAN[42-58] 
DAVAVTMGPKGRTVIIEQS GRTVIIEQSWGSPK 68.7 1556.831085 0.030831861 CH60_HUMAN[59-72] 
DAVEIETLRKTVEDYFCFC STTQANRMSVDAVEIETLRK 35.1 2248.148117 1.425617812 GTF2I_HUMAN[95-114] 
DAVNIVCHSKTRSNPENNV TRSNPENNVGLITLANDCEVLTTLTPDTGRILSK 73.77 3711.910141 6.519554375 PSMD4_HUMAN[41-74] 
DAVTYTEHAKRKTVTAMDV VFLENVIRDAVTYTEHAK 63.49 2104.095291 3.256981768 H4_HUMAN[61-78] 
DCFLEEIMTKREDLVVAPA REDLVVAPAGITLK 78.59 1480.861313 4.606103178 IMDH2_HUMAN[182-195] 
DCFVCVTCSKKLAGQRFTA KLAGQRFTAVEDQYYCVDCYK 63.51 2613.199188 1.746135549 FHL1_HUMAN[194-214] 
DCGLTEARCKDISSALRVN DISSALRVNPALAELNLRSNELGDVGVHCVLQGLQTPSCK 63.57 4330.216171 4.434420648 RINI_HUMAN[47-86] 
DCHGLPIEIKVLSELGREA IHFVPGWDCHGLPIEIK 50.25 2017.024399 3.080280042 SYIM_HUMAN[147-163] 
DCHTAHIACKFAELKEKID TAQVIILNHPGQISAGYAPVLDCHTAHIACK 90.69 3354.696533 4.519037669 EF1A1_HUMAN[341-371] 
DCLQKGESVKFQLCVLGQN FQLCVLGQNAQTMAYNITPLRRATVECVK 49.65 3380.715546 6.08036959 CSDE1_HUMAN[654-682] 
DCSDAESEADRDSMSCGLD RDSMSCGLDSEGATPPPVGLRASFPVQILP 31.41 3169.553635 1.778483865 DUS9_HUMAN[180-209] 
DDAVVQSDMKHWPFMVVND HWPFMVVNDAGRPK 75.26 1652.82457 -0.082283385 HSP7C_HUMAN[89-102] 
DDEPLIKKLKKPPTDEELK KPPTDEELKETIK 38.14 1526.819153 1.60988287 DEK_HUMAN[318-330] 
DDGNLCRFYKHNAAFCYKL MGRYNLSPSIFFCATPPDDGNLCRFYK 33.98 3225.483429 7.639785025 DHSO_HUMAN[108-134] 
DDGWWRGVCKGRYGLFPAN GRYGLFPANYVELRQ 64.34 1781.92128 5.416064171 SRC8_HUMAN[536-550] 
DDHKVEQLDKMVTEKAGFK GTTGTQASFLQLFEGDDHKVEQLDK 55.18 2763.335175 4.196740267 PUR8_HUMAN[200-224] 
DDIPHALREKRTTVVAQLK NLYSDDIPHALREK 65.76 1669.842346 3.381157517 EIF3E_HUMAN[60-73] 
DDIQKMNPPKFSKVEDMAE FSKVEDMAELTCLNEASVLHNLK 95.13 2647.298538 5.678996828 MYH10_HUMAN[84-106] 
DDKKLQFSLKKLGVNNISG KLGVNNISGIEEVNMFTNQGTVIHFNNPK 65.37 3213.624069 7.207750347 BTF3_HUMAN[94-122] 
DDKKLQSSLKKLAVNNIAG KLAVNNIAGIEEVNMIKDDGTVIHFNNPK 37.61 3192.660095 3.901762051 BT3L4_HUMAN[45-73] 
DDNDVYILTKVSDILHSIF VSDILHSIFSSYKEK 36.15 1751.909378 9.558713601 IPO5_HUMAN[842-856] 
DDNQGSKSPKILTDEMLLQ ILTDEMLLQACEGRTAHK 37.54 2085.034668 0.322296799 GPTC4_HUMAN[142-159] 
DDPLADQNIKDRYYGINDP DRYYGINDPVADK 35.08 1524.720856 2.043652769 RBM22_HUMAN[200-212] 
DDQIYSEFRKNFETLRIDV LTKVDDQIYSEFRK 37.43 1740.904633 -1.236138936 CX026_HUMAN[64-77] 
DDRPELPWWKCKKWALHIL TVVNRDVPNETLQVEEDDRPELPWWK 48.43 3163.557434 5.056965247 IPO7_HUMAN[234-259] 
DDSLREHFEKWGTLTDCVV LFIGGLSFETTDDSLREHFEK 68.65 2440.191055 5.986006698 ROA3_HUMAN[37-57] 
DDSMTLQSQKFQIGDYLDI FQIGDYLDIAITPPNRAPPPSGRMRPY 42.59 3041.55452 5.520861089 SAP18_HUMAN[127-153] 
DDTGGINLHKAKERLQEED SAIKDAEEDDDTGGINLHK 38.3 2026.944321 2.545703869 DDX10_HUMAN[706-724] 
DDVFLRELAKVKQENKLKF LHSFLGDDVFLRELAK 74.1 1858.994125 5.179682857 PYGL_HUMAN[522-537] 
DDWLKKFSGKTLEENKEEE TLEENKEEEGSEPPKAETQEGEPIAK 62.71 2868.351181 -0.327714405 PPIE_HUMAN[109-134] 
DEAEAAAAAKFTGLSKEEL FTGLSKEELLK 37.25 1263.707428 4.879293944 4F2_HUMAN[60-70] 
DEAISDYFRKQYSKGVSQM AFTHTAQYDEAISDYFRK 67.02 2162.006866 5.90007377 PUR9_HUMAN[178-195] 
DEAVLRRFIKRVYVSLPNE RVYVSLPNEETRLLLLK 31.9 2042.188766 1.363732896 SPAST_HUMAN[503-519] 
DECELLGHSKNIRTVVTGI NIRTVVTGIEMFHK 52.91 1643.881744 4.744258538 EFTU_HUMAN[298-311] 
DEEAKKQTPKQRLLGWIQN QRLLGWIQNK 31.7 1254.719666 3.138549675 FLNA_HUMAN[170-179] 
DEEDEERESKSRGKVEIDQ SRGKVEIDQQQLTQQQLNGN 93.43 2283.156723 -0.091977917 PHF6_HUMAN[346-365] 
DEEEETHMKKSESEVEEAA SESEVEEAAAIIAQRPDNPREFFK 54.17 2732.340515 5.657054791 DREB_HUMAN[272-295] 
DEEEGAGDENGHGEQQPQP GHGEQQPQPPATQQQQPQQQRGAAK 35.52 2722.328384 0.06465054 HNRPU_HUMAN[157-181] 
DEEISAAAIKAQFEKQLLT DVQEQLSRLKDEEISAAAIK 45.69 2242.180435 4.004138052 ROCK2_HUMAN[998-1017] 
DEEQTAESIKNQMTVKEWE ELRDEEQTAESIK 83.38 1546.747437 1.322129231 MCM6_HUMAN[314-326] 
DEESVSQTDKTELQNTLRT TELQNTLRTLSSKVEDLSTCNDLIAK 68.27 2948.512436 5.930108955 OSBP1_HUMAN[205-230] 
DEISEELKEKAKIEDEKKD RFEIINAIYEPTEEECEWKPDEEDEISEELKEK 50.74 4125.888763 5.940295875 NP1L1_HUMAN[117-149] 
DEKIQTREGKSAADARYEA SAADARYEAACNRLANK 32.43 1879.895828 3.996498044 ILKAP_HUMAN[357-373] 
DEKRKRKCQKHAPINSAQH HAPINSAQHLDNVDQTGPK 74.56 2040.997711 2.596769203 HUCE1_HUMAN[139-157] 
DELEIIEGMKFDRGYISPY FDRGYISPYFINTSKG 61.88 1863.915543 4.495375357 CH60_HUMAN[219-234] 
DELPHYALLKELLIQIFST GSRPLLSFDPAFDELPHYALLK 33.65 2485.300522 5.983179848 BXDC2_HUMAN[161-182] 
DELRTEPEAKKSKTAAKKN KGAVAEDGDELRTEPEAK 59.57 1913.933014 1.885123447 APEX1_HUMAN[7-24] 
DENEHAHFQKAKERLEAKH YLETPGDENEHAHFQK 31.41 1913.854385 -1.339704849 A4_HUMAN[378-393] 
DENETLIVSKFCKYEHDDI FCKYEHDDIVSTVSVLSSGTQAVSGSK 110.58 2900.38623 2.069724348 MEP50_HUMAN[119-145] 
DENGATGPVKRAREETDKE FASDDEHDEHDENGATGPVK 81.95 2168.88829 -3.221927119 LA_HUMAN[364-383] 
DENILWLDYKNICKVVEVG KCDENILWLDYK 50.98 1595.76535 2.678338642 KPYM_HUMAN[151-162] 
DENIQQKLSSKVLDDLPEN KVLDDLPENSPINIVQ 32.75 1792.957062 -2.292302525 K0256_HUMAN[416-431] 
DENLNYPEQKVVTVGQFKI TLAGDVHIVRGDFDENLNYPEQK 55.61 2629.277237 2.398758074 VPS29_HUMAN[51-73] 
DEPGGEAETKMLSQPYLLD TNLEDVGRRLGQHVVGMAPLSVGSLDDEPGGEAETK 78.58 3732.837723 4.987626407 EFTS_HUMAN[247-282] 
DEPMTNLELKISASLKQAL RPSPDEPMTNLELK 72.81 1625.808273 1.907358974 CHRD1_HUMAN[108-121] 
DEPPPLPRLKRRDFTPAEL IVRGDQPAASGDSDDDEPPPLPRLK 59.26 2644.309265 2.245576975 PGRC1_HUMAN[45-69] 
DEQMLNVQNKNSSYFVEWI KEVDEQMLNVQNK 40.54 1573.776978 1.178057645 TBB2A_HUMAN[324-336] 
DEREAGITEKVVFEQTKVI VAHALAEGLGVIACIGEKLDEREAGITEK 84.09 3048.591339 5.180097377 TPIS_HUMAN[114-142] 
DERRNAEQYKDQADKASTR DVLLQVDDERRNAEQYK 42.37 2090.039215 2.076037602 MYH9_HUMAN[1846-1862] 
DESDPFEVLKAAENKKKEA PGHLQEGFGCVVTNRFDQLFDDESDPFEVLK 43.79 3594.672592 7.71697541 PAIRB_HUMAN[2-32] 
DETKEWIEEKNQALNTDNY NQALNTDNYGHDLASVQALQRK 58.94 2455.220367 0.665928005 SPTA2_HUMAN[1253-1274] 
DETWDSKEDKIHNAENIQP IHNAENIQPGEQKYEYK 46.02 2059.996262 0.135922577 IF4G1_HUMAN[581-597] 
DEVEASEKKKEQEPEKVDT EQEPEKVDTEEDGKAEVASEK 76.89 2346.071014 -1.565596258 AKA12_HUMAN[329-349] 
DEVFIRDVAKVKQENKLKF KLLPLVSDEVFIRDVAK 58.57 1941.129883 2.591274311 PYGB_HUMAN[521-537] 
DEVNAFKQRKTAAELLQSQ TAAELLQSQGSQAGGSQTLKRDK 60.03 2373.224792 2.940724378 SEPT6_HUMAN[401-423] 
DFFNGRDLNKSINPDEAVA LLQDFFNGRDLNK 51.27 1578.81543 3.928261583 HSP71_HUMAN[349-361] 
DFKKMMEEAKFNPRATFSE FNPRATFSEFAAK 52.39 1484.741196 4.186588219 TCRG1_HUMAN[741-753] 
DFKSEQEDMKQTDSGGERA QTDSGGERAGLGGTGCSCKPPGK 46.56 2276.027405 -1.253060483 ZBED4_HUMAN[51-73] 
DFREDPDPRKVNLGVGAYR VNLGVGAYRTDDCHPWVLPVVK 50.31 2494.279129 2.747487208 AATC_HUMAN[34-55] 
DFSGDMCKLKWVEISNEVR WVEISNEVRK 41.45 1258.666962 3.106461136 UBF1_HUMAN[72-81] 
DFSLQKTKMKLGVQVVITD LGVQVVITDPEKLDQIRQRESDITK 55.84 2879.571625 4.405516393 TCPA_HUMAN[248-272] 
DFSYNYFGFKTLERSYLLK DRLNSAIIYDRDFSYNYFGFK 43.26 2603.244461 8.654968958 RIR1_HUMAN[129-149] 
DGDRNMILGKHGFFVNPSD SGEHDFGAAFDGDGDRNMILGK 49.11 2308.017868 4.113486352 PGM1_HUMAN[278-299] 
DGELLVQQTKNSDRTPLVS NSDRTPLVSVLLEGPPHSGK 73.86 2102.112015 4.594902617 NSF_HUMAN[530-549] 
DGFQPNTQVKVIAATNRVD AGDREVQRTMLELLNQLDGFQPNTQVK 96.32 3099.577118 7.618458616 PRS6A_HUMAN[301-327] 
DGFRESEFEKLSDFFKTHY YDGFRESEFEK 40.27 1405.61499 3.366497963 SSRP1_HUMAN[74-84] 
DGGLETLRLKLPAVVTADL VEREIDGGLETLRLK 32.51 1726.957718 1.803750009 ETFB_HUMAN[162-176] 
DGHGGIRASKFAAQNLHQN FAAQNLHQNLIRK 47.49 1551.863358 0.318971382 ILKAP_HUMAN[162-174] 
DGIDDERLRKEFSPFGTIT NLDDGIDDERLRK 43.58 1557.774673 0.236234422 PABP1_HUMAN[300-312] 
DGIIACHQGKLSCSTWNYQ FAAEEARESDWDGIIACHQGK 46.16 2389.075684 1.00415404 WDR36_HUMAN[447-467] 
DGIRLYNSLKSRSVRPRLT LTKEDLVQICGAADGIRLYNSLK 32.33 2576.36319 3.311644893 UBIP1_HUMAN[400-422] 
DGKAEVASEKLTASEQAHP EQEPEKVDTEEDGKAEVASEK 76.89 2346.071014 -1.565596258 AKA12_HUMAN[329-349] 
DGKPRVDILKAHLMKEGRL EVFDNDGKPRVDILK 40.73 1743.915543 4.036319321 PP2BA_HUMAN[33-47] 
DGLDDPRLEKLWHKAKTSG DARQVTSNSLSGTQEDGLDDPRLEK 94.2 2730.305634 2.855724247 AMRP_HUMAN[129-153] 
DGNEYLFQAKDDEEMNTWI LRLNDGNEYLFQAK 34.87 1679.863083 3.880673411 SPTB2_HUMAN[2277-2290] 
DGQTRPRVVKRGIDDNLDE VIVQFQPSSVPDEWGTTQDGQTRPRVVK 37.36 3153.620758 4.446951957 S23IP_HUMAN[398-425] 
DGRDEEIAAKQHNMPFWRI KVTYVVIGDGRDEEIAAK 31.63 1962.042191 2.274161086 EYA3_HUMAN[529-546] 
DGRPFPQVIKSKGGVVGIK ADDGRPFPQVIK 45.51 1341.704102 3.161650914 ALDOA_HUMAN[88-99] 
DGRRKIAFAITAIKGVGRR TAIKGVGRRYAHV 30.3 1426.815704 -5.110681064 RS18_HUMAN[31-43] 
DGSLCASGGKDGQAMLWDL TNHIGHTGYLNTVTVSPDGSLCASGGK 104.47 2742.303177 1.537029179 GBLP_HUMAN[186-212] 
DGSQNTNVDKPLRIIGDPY PLRIIGDPYK 39.63 1170.676071 4.007086261 FUBP2_HUMAN[282-291] 
DGSQQALDLKGLRSDPDLV RYDGSQQALDLK 60.41 1392.699722 1.895598856 NXF1_HUMAN[219-230] 
DGTINVDDFKIIYIAPMRS HINMDGTINVDDFK 75.8 1617.745712 4.594047102 U520_HUMAN[524-537] 
DGTNDGPALKKADVGFAMG GIIDSTVGEHRQVVAVTGDGTNDGPALK 78.01 2805.425735 3.242645095 AT2B4_HUMAN[767-794] 
DGVMVGWVDKDLAPGIADS DLAPGIADSLRHFK 42.38 1538.820511 3.73857767 RPA2_HUMAN[569-582] 
DGVTDINLGKLVRGDAHEC LVRGDAHECFVSPVAK 62.16 1783.903946 -1.117773188 C1TM_HUMAN[190-205] 
DGVTFVVVLHQVWKKHPVH VTVTQDGLSMMINRKNMVVSFGDGVTFVVVLH 32.38 3492.793198 3.831317585 ITIH3_HUMAN[748-779] 
DHEPGKLAKLQAQVRIGGK QAQVRIGGK 60.5 955.556305 -1.342673366 BT3L3_HUMAN[45-53] 
DHHLPPPAAKTVVENLPRT TVVENLPRTVIRGSQAELK 42.92 2109.190582 0.602600832 RN181_HUMAN[57-75] 
DHIKGKQAYKEQIKRESVL EQIKRESVLTATSILNNPIVK 61.28 2352.337616 3.577717732 ZN326_HUMAN[439-459] 
DHLLTLKPVKFLEGELIHD DPNAFLFDHLLTLKPVK 79.74 1967.088028 5.934660693 EIF3M_HUMAN[214-230] 
DHMLTLDPSKRCTAEQTLQ RCTAEQTLQSDFLK 32.93 1695.825012 2.824583885 CD2L7_HUMAN[1008-1021] 
DHNAYTEATKAQRKQQMAE FVIHPESNNLIIIETDHNAYTEATK 51.09 2868.429352 4.591014239 SF3B3_HUMAN[788-812] 
DHPFYSNISKDRRYADLTE DRRYADLTEDQLPSCESLK 102.79 2295.080093 1.703644248 PGAM1_HUMAN[139-157] 
DHPIVETLRQKAEADKNDK HLEINPDHPIVETLRQ 72.46 1910.000992 2.152878463 HS90B_HUMAN[625-640] 
DHSIIETLRQKAEADKNDK HLEINPDHSIIETLRQ 78.3 1913.995895 4.618087229 HS90A_HUMAN[633-648] 
DIDEAEEGVKDLKIESDVQ KIFDIDEAEEGVK 43.4 1491.745667 2.149830277 IF2BL_HUMAN[87-99] 
DIDPEQLQDKSNEILTAII SNEILTAIIQGMRKEEPSNNVK 52.45 2470.284912 5.671410586 IMB1_HUMAN[170-191] 
DIDTQKIQERWLQDNLTLR LMRQDIDTQKIQER 30.75 1772.920288 4.857522393 RAD50_HUMAN[1003-1016] 
DIEAQSERTKDTPLSLACS DTPLSLACSGGRQEVVELLLARGANK 56.62 2753.449387 6.441011803 ANR17_HUMAN[1151-1176] 
DIGLAAWGRKALDIAENEM VADIGLAAWGRK 50.39 1255.70369 3.322439866 SAHH_HUMAN[9-20] 
DIHSNTYNYKSTFSVEIVP ASQRLISQDIHSNTYNYK 75.38 2137.055191 2.093067142 NMD3_HUMAN[222-239] 
DIIRTCLGPKSMMKMLLDP TIADIIRTCLGPK 44.4 1456.807175 4.138502407 TCPG_HUMAN[32-44] 
DIKAREKDGKGRTASPINS GRTASPINSPARGTPSPK 31.37 1792.954376 -0.934770021 FSD1_HUMAN[309-326] 
DIKWDFTPCKNLRVGSHIT NLRVGSHITGGDIYGIVSENSLIK 120.5 2541.355087 3.496166295 VATA_HUMAN[140-163] 
DIPEPEREQKRRKIDTHPS SPVPRSDIPEPEREQK 31.01 1862.948608 -1.039212779 THOC2_HUMAN[1278-1293] 
DIPKEEAFGKYCRPESQEH YCRPESQEHPEADPGSAAPYLK 64.85 2501.128098 -0.401818684 STAT3_HUMAN[686-707] 
DIPSALRIAKKKRWNSIEE EQRLNFGDDIPSALRIAK 36.21 2042.090851 4.932689452 STUB1_HUMAN[126-143] 
DIRYLLTMDKLWRKRKPPV LFKDDIRYLLTMDK 65.44 1769.938568 4.34704353 SAE2_HUMAN[258-271] 
DISETQVERKRGKKRNKEA NKPQVPVPGSDISETQVERK 37.34 2207.154602 1.142194569 PINX1_HUMAN[191-210] 
DISFTIDANKQQRQLIAEL QQRQLIAELENK 32.84 1468.799744 1.354847731 DTNA_HUMAN[471-482] 
DISLTDFIQKYSHLQPGDH YSHLQPGDHLTDITLK 70.26 1836.937012 2.309278964 SYK_HUMAN[112-127] 
DISNLDRLGKSEVELVQLV RGTGGVDTAATGGVFDISNLDRLGK 72.88 2476.267044 3.771402613 KCRU_HUMAN[353-377] 
DISVEETSAKEGLLLWCQR EGLLLWCQRK 33.39 1301.691406 1.765395384 ACTN1_HUMAN[148-157] 
DITRTSPAAKSPSAQLMEQ TSQLLETLNQLSTHTHVVDITRTSPAAK 89.5 3060.620377 5.12510474 DCTN1_HUMAN[1152-1179] 
DIVVHYTFNKVLMLQEPLL NLVEQHIQDIVVHYTFNK 42.69 2196.132751 4.981483927 RPN1_HUMAN[415-432] 
DIYSGCCTLKIEYAKPTRL IEYAKPTRLNVFK 50.97 1577.892929 1.619248019 HNRPL_HUMAN[234-246] 
DKALKDKIEKAVVSQRLTE AVVSQRLTESPCALVASQYGWSGNMERIMK 72.75 3367.647507 4.523632586 ENPL_HUMAN[634-663] 
DKDLDDALDKLSDSLGQRQ LSDSLGQRQPDPDENKPMEDK 60.52 2398.10704 1.514527892 ICAL_HUMAN[574-594] 
DKDSCHSTTKTEASQEERS TEASQEERSDSSGLTSLKK 53.02 2051.99707 1.584310254 NOL8_HUMAN[704-722] 
DKEQDSEMEKGGREDMDIS SLAKPETDKEQDSEMEK 36.71 1963.904404 -0.820813883 NASP_HUMAN[164-180] 
DKFLRMNFSKGCPPVFNTL FLRMNFSK 33.45 1041.542953 3.033000215 NARG1_HUMAN[313-320] 
DKGDQGAPGLDAPCPLGED GSRGPKGDKGDQGAPGL 30.43 1595.80159 -1.451934886 CODA1_HUMAN[682-698] 
DKGLVYRSYKPVFWSPSSR PVFWSPSSRTALAEAELEYNPEHVSRSIYVK 34.3 3561.789185 1.882480869 SYIM_HUMAN[242-272] 
DKHFRKVSDKEKIDQLQEE EKIDQLQEELLHTQLK 51.75 1964.057816 5.854206483 OPA1_HUMAN[213-228] 
DKIRYESLTDPSKLDSGKE IRYESLTD 34.58 995.492355 0.358616516 H90B2_HUMAN[54-61] 
DKLEPSKITKFENAFLSHV FENAFLSHVVSQHQALLGTIRADGK 47.14 2737.429993 2.012836863 ATPA_HUMAN[507-531] 
DKLTVSRARKIQRFLSQPF IQRFLSQPFQVAEVFTGHMGK 77.39 2419.247086 5.381012992 ATPB_HUMAN[460-480] 
DKPFIPLVEKFVDTDIWNQ LRNELQTDKPFIPLVEK 49.16 2039.141495 3.176827119 CF211_HUMAN[65-81] 
DKYNSMEDAKVYVAKVDCT VYVAKVDCTAHSDVCSAQGVRGYPTLK 83.75 2980.453537 3.104896582 TXND5_HUMAN[114-140] 
DLAALEDKVKALCAEADRL ALCAEADRLQQSHPLSATQIQVK 44.1 2563.317642 2.97622108 SPTA2_HUMAN[313-335] 
DLARLAIIRKQREEAARKK ADLARLAIIRK 37.59 1238.782242 3.697986494 HAP28_HUMAN[138-148] 
DLEDLYSRYKKLQQELEFL KLQQELEFLEVQEEYIKDEQK 76.44 2665.348618 4.777611422 PRS6B_HUMAN[46-66] 
DLEPGTMDSVRSGPFGQIF RSGPFGQIFRPDNFVFGQSGAGNNWAK 101.38 2953.437225 0.40833778 TBB2A_HUMAN[77-103] 
DLFHIPPSYKSTVTLSWKP STVTLSWKPVQKVEIGQK 43.99 2027.141525 3.086119012 API5_HUMAN[437-454] 
DLFQKVEEAKSSLAMNRSR SLVHDLFQKVEEAK 52.19 1641.872604 2.259615022 SMC4_HUMAN[574-587] 
DLGLYNEAVKIIHDFPQFY KEDSHPFDLGLYNEAVK 43.63 1960.953033 3.885865634 RFA3_HUMAN[88-104] 
DLGPEVGDIKIIPLYSTLP REVDDLGPEVGDIK 93.51 1540.7733 3.319112552 DHX15_HUMAN[371-384] 
DLGVAFKISKEVLAGRPLF EVLAGRPLFPHVLCHNCAVEFNFGQK 93.48 3038.500748 4.964619479 HNRPU_HUMAN[436-461] 
DLGVAFWISKDSLADRALL DSLADRALLPHVLCK 43.82 1706.913757 6.950556202 HNRL2_HUMAN[392-406] 
DLHSPSEIVKQITSISIEP RLIDLHSPSEIVK 39.77 1505.856552 1.289631471 RS20_HUMAN[87-99] 
DLIDFDKLKKSNAHYNLQN SNAHYNLQNAFNLAEQHLGLTK 110.3 2482.235275 4.201455078 SPTB2_HUMAN[228-249] 
DLKMPKVQYKSNCKPSTFA SNCKPSTFAYPAPLEVPKEK 73.75 2262.135422 2.989210962 PSMD1_HUMAN[804-823] 
DLLKEFPQPKNLLNSVIGR NLLNSVIGRALGISHAK 45.5 1762.021317 3.532874398 DHX30_HUMAN[55-71] 
DLLRFKHEATREAWEEKPI ASVQTVATEGDLLRFKHEAT 32.6 2172.117493 -0.503195616 CK5P2_HUMAN[871-890] 
DLNKPEAEPKEISGHTSGI LLRIYDLNKPEAEPK 60.05 1797.998825 3.758066972 STRAP_HUMAN[123-137] 
DLNNIVKCQKLTDDHVQFL LTDDHVQFLIYQILRGLK 61.18 2171.210266 5.207234038 MK14_HUMAN[122-139] 
DLNRACIAEKLGGSLIVAF HECQANGPEDLNRACIAEK 71.57 2210.97966 0.98236996 DEST_HUMAN[133-151] 
DLPIYVTRVKGNNVYCLDR YAVTTGDHGIIRTLDLPIYVTRVK 39.55 2700.496292 4.091840464 COPA_HUMAN[551-574] 
DLPTPPGEKKDVSGPMPDS RDPGVITYDLPTPPGEKK 36.13 1982.047287 2.111453156 SYVC_HUMAN[273-290] 
DLQVIKILGTEKGKKNRTN CCGTHVSNLSDLQVIKILGT 31.54 2214.113693 2.104227987 AASD1_HUMAN[209-228] 
DLRICSLNLPSEESTREIN FLPSQNDLRICSLNLP 31.93 1885.972 8.156536788 RA54B_HUMAN[53-68] 
DLRPGDVSSKRNLWEKQSV SPAPKPSDLRPGDVSSK 33.24 1736.905701 3.518325719 CALD1_HUMAN[759-775] 
DLSCHARATKVPLVAEKPL VPLVAEKPLKEPK 30.97 1446.880966 -1.136928357 SYG_HUMAN[478-490] 
DLSELPKFEKNFYVEHPEV KWDLSELPKFEK 48.59 1518.808197 2.656688322 DDX17_HUMAN[42-53] 
DLSKEIESLKVSISQLTRQ VSISQLTRQVTALQEEGTLGLYHAQLK 52.75 2982.613815 6.479551561 GOGB1_HUMAN[2609-2635] 
DLTDSTCLVKIINEVKPTE IINEVKPTEIYNLGAQSHVK 31.18 2252.216446 0.570993078 GMDS_HUMAN[96-115] 
DLTPVDIVGKRCYHFIHAE YMDLTPVDIVGK 45.79 1349.690094 4.569937964 NPAS3_HUMAN[353-364] 
DLVLDAAHEKSTESSSGPK TYSPKCDLVLDAAHEK 48.54 1845.893082 2.416716355 ATX2_HUMAN[295-310] 
DLVQQSCNYKQLRKGANEA KLLDLVQQSCNYK 70.18 1607.834106 2.186792771 NH2L1_HUMAN[21-33] 
DLWKETVFTKSPYQEFTDH SPYQEFTDHLVK 42.23 1462.709244 3.006749303 RS2_HUMAN[264-275] 
DMAFEGDMGAAGGDGELGS LIQQRARDSPEPGAGLGIGDMAFEGDMGA 30.71 2974.391296 2.499334909 PSD2_HUMAN[183-211] 
DMDLQPNKQKDQHAGARQA DQHAGARQAGSVGGLQWCGEPK 77.88 2308.076721 1.464855986 CJ119_HUMAN[183-204] 
DMEKRNSSLPDENNVAQLQ MQDKVLDMEKRNSSLP 30.77 1905.928802 -0.550387821 EVI5L_HUMAN[481-496] 
DMGFEPDVQKILEHMPVSN ILEHMPVSNQKPDTDEAEDPEK 39.16 2521.164215 5.824690003 DDX23_HUMAN[566-587] 
DMGFEPQIRKIVDQIRPDR IVDQIRPDRQTLMWSATWPK 36.37 2440.268524 4.39132001 DDX17_HUMAN[263-282] 
DMILSASRDKTIIMWKLTR GHNGWVTQIATTPQFPDMILSASRDK 83.6 2869.418121 4.973482218 GBLP_HUMAN[13-38] 
DMVDPVTGDKLTDRDIIVL LTDRDIIVLQRGGTGFAGSGVK 74.89 2259.233551 3.347152842 NOSIP_HUMAN[268-289] 
DNEALIEKLKHGQFTLRDM VNELKLDDNEALIEKLK 44.43 1983.08876 6.628044223 SRP54_HUMAN[307-323] 
DNFEFVQWFKKFFDANYDG KFFDANYDGK 42.16 1203.55603 2.985320093 MARE1_HUMAN[113-122] 
DNICSIYNLKTREGNVRVS VHAIPLRSSWVMTCAYAPSGNYVACGGLDNICSIYNLK 43.41 4257.026779 8.779131995 GBB1_HUMAN[90-127] 
DNIGNQLLRKMGWTGGGLG QQIKEDNIGNQLLRK 74.5 1795.990402 3.018947091 NKRF_HUMAN[547-561] 
DNLDFIQWFKKFYDANYDG GRFQDNLDFIQWFK 37.25 1812.89476 3.900943483 MARE2_HUMAN[142-155] 
DNLQCLYCEKTFRDKNTLK KLDNLQCLYCEK 44.26 1582.748322 1.737484072 ZN277_HUMAN[208-219] 
DNPHGNDSAKASRARTKAG RIMLFTNEDNPHGNDSAK 76.6 2057.958862 3.780444859 KU70_HUMAN[165-182] 
DNQPLHIFDKLHTSPLTQI IFIYDGRGDNQPLHIFDK 48.09 2147.079987 4.114890947 PPWD1_HUMAN[203-220] 
DNSYSLWRSKSVYYRVYYT FDNSYSLWRSK 42.57 1401.667694 5.976452219 GCP60_HUMAN[508-518] 
DPAGYYCGFKATAAGVKQT KCDPAGYYCGFK 49.44 1464.616608 1.129305779 PSA6_HUMAN[153-164] 
DPENTLLALKKPEAQLPAV VNRQAAVDHINAVIPEGDPENTLLALK 70.46 2896.540634 6.058261291 IQGA2_HUMAN[301-327] 
DPETDEQLQKLGVQVREEL LGVQVREELLRAQEAPGQAEPPAAAEVQGAGNENEPREADK 56.89 4323.147888 1.638620788 NHERF_HUMAN[102-142] 
DPGAIGAPGKTGPVGPAGP EGRQGGKGAKGDPGAIGAPGK 32.46 1906.997314 -4.573682373 COBA2_HUMAN[1329-1349] 
DPGLMLMGFKPLVLLKKHH RFDDPGLMLMGFK 40.91 1525.742142 5.775549981 KU70_HUMAN[339-351] 
DPGRGAPLAKVVFRDPYRF DIIHDPGRGAPLAK 37.67 1458.794296 3.171111933 RL8_HUMAN[47-60] 
DPGSAAPYLKTKFICVTPT YCRPESQEHPEADPGSAAPYLK 64.85 2501.128098 -0.401818684 STAT3_HUMAN[686-707] 
DPKEPEQLRKLFIGGLSFE LFIGGLSFETTDDSLREHFEK 68.65 2440.191055 5.986006698 ROA3_HUMAN[37-57] 
DPLLLAIIPKYLRASMTNL YLRASMTNLVK 30.94 1294.706711 1.745569078 XPO5_HUMAN[397-407] 
DPNLCSEYVKDIYAYLRQL DIYAYLRQLEEEQAVRPK 38.58 2220.153824 5.498718092 CCNB1_HUMAN[173-190] 
DPNSPLYSVKSFEELRLKP LIRSNLVDNTNQVEVLQRDPNSPLYSVK 48.44 3210.699661 5.394151378 DD19A_HUMAN[64-91] 
DPNWFPKKSKENPRNFSDN ENPRNFSDNQLQEGK 73.82 1774.82341 0.785430253 TAGL2_HUMAN[157-171] 
DPRVASAAAKAALEEFSRV AALEEFSRVREEVPLELVEAHVK 58.53 2649.412567 4.742938173 SMRC1_HUMAN[717-739] 
DPSGNYGGWKATCIGNNSA HYGFQLYQSDPSGNYGGWK 89.45 2202.975922 5.542502702 PSA4_HUMAN[142-160] 
DPTDEIPTKKSKKHKKHKN SRCVSVQTDPTDEIPTKK 45.7 2060.020828 0.919893612 SON_HUMAN[90-107] 
DPTIEDSYRKQVEVDCQQC YDPTIEDSYRK 31.05 1385.646286 3.210054431 RAP1A_HUMAN[32-42] 
DPTRTISAGKVNLGAFRTY VNLGAFRTYPK 36.18 1264.692795 2.931146611 CSN5_HUMAN[181-191] 
DPVTEPPVTDPVYEALLYC KRIMPDPVTEPPVTD 36.18 1709.865829 -6.904635323 ACPL2_HUMAN[45-59] 
DPYENYRRNKSYSFIARMK GVGVALDDPYENYRRNK 31.8 1964.970413 3.296741751 CHERP_HUMAN[885-901] 
DQAKYLGLNKNGPFKPNYY NGPFKPNYYRY 34.12 1417.677856 4.320445561 SAHH2_HUMAN[520-530] 
DQALLRHIVKEFKRETGVD STNGDTFLGGEDFDQALLRHIVK 68.78 2532.26088 5.280261645 GRP75_HUMAN[266-288] 
DQCRTIFLNKQPNPRKKLL ILSGKIDQCRTIFLNK 47.18 1905.050583 3.894384782 SAE2_HUMAN[405-420] 
DQEALMKSVKLLQALAQYQ LLQALAQYQNHLQEQPRK 82.55 2177.170486 5.501636219 MBB1A_HUMAN[162-179] 
DQICHKNSIKFFTGDVFGY FFTGDVFGYHGYTFANLGEHEFVEEK 47.37 3039.371567 7.743706053 SAE1_HUMAN[153-178] 
DQIHIKPGAKVLYLGAASG LAAAILGGVDQIHIKPGAK 92.93 1871.099243 3.249961231 FBRL_HUMAN[144-162] 
DQILDLSIIKHLFTGPVLS HLFTGPVLSK 34.91 1097.623337 4.158985916 FAAA_HUMAN[48-57] 
DQILMLDPAKRISINQALQ RISINQALQHAFIQEKI 42.18 2008.12175 3.058579491 PRP4B_HUMAN[991-1007] 
DQIQTQPLGKGAMVASFSP LRLTPQHDQIQTQPLGK 60.57 1972.085403 -0.091273938 DCP1A_HUMAN[398-414] 
DQIRAIMDKKANIRNMSVI VNFTVDQIRAIMDKK 36.36 1776.955627 3.992221242 EF2_HUMAN[2-16] 
DQKCEHKLWKARLSGYEEA ARLSGYEEALK 41.81 1235.650955 2.450530215 CKAP5_HUMAN[23-33] 
DQKRMEKISKRVNAIEEVN RVNAIEEVNNNVK 84.71 1497.789917 2.346791069 GGA1_HUMAN[214-226] 
DQKVRKEGGKFGFAESIAN FGFAESIANQRITAFKMEK 32.74 2187.114624 0.231812267 EXOS9_HUMAN[282-300] 
DQLLLNYAKKESDLNGAQI AEHDQLLLNYAKK 69.2 1541.820145 0.167983277 LMNB1_HUMAN[112-124] 
DQLPSCESLKDTIARALPF DRRYADLTEDQLPSCESLK 102.79 2295.080093 1.703644248 PGAM1_HUMAN[139-157] 
DQNCKLAKEKKLLEDRIAE KLLEDRIAEFTTNLTEEEEK 72.58 2407.211792 6.481357416 MYH9_HUMAN[995-1014] 
DQNEENSTQKDGEKEKTER FDALKDDDSGDHDQNEENSTQK 76.32 2507.032043 3.66090255 IF4E2_HUMAN[5-26] 
DQNSKFIKEKKLMEDRIAE KLMEDRIAECSSQLAEEEEK 55.62 2394.104218 0.732633102 MYH10_HUMAN[1002-1021] 
DQQNGRTYLKYSIKALVQN VPWFDQQNGRTYLK 45.43 1750.879105 3.357741824 H1X_HUMAN[77-90] 
DQRFSRLPSKADTSQEICS ADTSQEICSPRLPISASHSSK 63.19 2270.096085 0.672658752 NUP98_HUMAN[1020-1040] 
DQRLEGIVNKMFQRCLDDH KPIDQRLEGIVNK 43.39 1508.867447 0.700525419 PSMD1_HUMAN[124-136] 
DQSLGNWRIKRQVLEGEEI RQVLEGEEIAYK 66.11 1433.751404 0.704445692 LMNB2_HUMAN[485-496] 
DQVSSEIKEKFKVETRTIA DKLDQVSSEIKEK 48.05 1517.793671 1.338785395 DHB12_HUMAN[85-97] 
DQYYCVDCYKNFVAKKCAG KLAGQRFTAVEDQYYCVDCYK 63.51 2613.199188 1.746135549 FHL1_HUMAN[194-214] 
DRAAQSLLNKLIRSNLVDN TDEEEKEDRAAQSLLNK 65.81 1974.949371 1.29117234 DD19A_HUMAN[47-63] 
DRADVDRAVKAAREAFRLG TFPTVNPTTGEVIGHVAEGDRADVDRAVK 57.96 3050.54216 1.931787758 AL1B1_HUMAN[53-81] 
DRAEVSRFAKNFLPILFNL GCQAEADRAEVSRFAK 39.46 1793.847855 1.284947323 RRP12_HUMAN[672-687] 
DRAKMEDTLKRRFFYDQAF ELALQPKDDIVDRAKMEDTLK 33.2 2427.267883 1.189815109 SYG_HUMAN[109-129] 
DRDPEKLTHHMPLFYCLYE GYMKHLDRDPEKLTHH 34.48 1975.968643 -7.262767074 NAL11_HUMAN[527-542] 
DRDSEGTWRKGPEADSEWR GPEADSEWRRGPPEK 34.88 1709.812119 1.803706949 EIF3A_HUMAN[902-916] 
DREDLVYQAKLAEQAERYD LAEQAERYDEMVESMKK 73.14 2055.960464 3.48255724 1433E_HUMAN[13-29] 
DRETDEFFKKCRVIPSQEH LLVVDRETDEFFKK 32.99 1737.93013 4.155518036 NHERF_HUMAN[228-241] 
DRGLVVTDLKAESVVLEHR SQFSDKPVQDRGLVVTDLK 39.73 2131.12735 2.830426816 CHID1_HUMAN[38-56] 
DRKYEEVARKLVILEGELE LVILEGELERAEERAEVSELK 57.54 2411.290695 4.216414065 TPM4_HUMAN[133-153] 
DRLNEQGNFKSLSQSSKEA ESNLDRLNEQGNFK 45.4 1662.796127 1.680903602 RBBP6_HUMAN[1428-1441] 
DRNAYVWSQKDGVWKPTLV SDRIVTCGADRNAYVWSQK 34.18 2225.064743 3.99538936 ARC1A_HUMAN[64-82] 
DRPFFAGLVKYMHSGPVVA DRPFFAGLVK 45.61 1148.634232 1.507877749 NDKA_HUMAN[57-66] 
DRPFFPGLVKYMNSGPVVA DRPFFPGLVK 32.82 1174.649887 -0.4282127 NDK8_HUMAN[42-51] 
DRRFEKPGRKDVGRPNFEE DVGRPNFEEGGPTSVGRK 40.89 1900.939148 0.811704047 PERQ2_HUMAN[176-193] 
DRYASENVNKLLVGNKCDL QWLQEIDRYASENVNK 35.58 1991.970062 4.779188293 RAB1A_HUMAN[104-119] 
DRYFDPANGKFSKSATSPE LWGDRYFDPANGK 48.94 1537.731369 4.638651551 EF2_HUMAN[260-272] 
DSAGQKGTGKWTAISALEY WTAISALEYGVPVTLIGEAVFARCLSSLKDERIQASK 60 4078.156097 5.339422887 6PGD_HUMAN[266-302] 
DSEDICLFTKDEPNSTPEK DEPNSTPEKTEQFYRK 40.55 1967.922455 2.721651957 RL1D1_HUMAN[101-116] 
DSEDRLVNEKFREMIPFAV QRITADLLSNGIDVYPQKEFDEDSEDRLVNEK 79.85 3735.822739 4.170701098 SEPT9_HUMAN[459-490] 
DSEEAEIIRKYVKNTHATT VVDRDSEEAEIIRK 48.03 1657.86348 1.486250243 PARP1_HUMAN[803-816] 
DSEQNNIHVKDIVKVIDGP DNRFAVALDSEQNNIHVK 35.57 2069.028992 1.483787812 SPT5H_HUMAN[580-597] 
DSEWRRGPPEKEWRRGEGR KGPEADSEWRRGPPE 34.2 1709.812119 0.780787541 EIF3A_HUMAN[901-915] 
DSFHESTEGKVGYELKDEI CTLAARVDSFHESTEGK 55.84 1906.884323 1.043587163 PRP31_HUMAN[299-315] 
DSICVLGISKRNVIFQPVA RNVIFQPVAELK 52.73 1412.813965 4.73452285 K6PP_HUMAN[725-736] 
DSILAEKAEKDSKPIKVTL DSKPIKVTLPDGK 47.39 1396.792572 1.138322205 SYTC_HUMAN[79-91] 
DSKGFDEYMKELGVGIALR ELGVGIALRK 32.44 1054.649857 1.057222919 FABP5_HUMAN[25-34] 
DSLEVTLPSKQEEEDEEEE QDSLEVTLPSK 33.93 1215.634674 3.469792439 VGLL3_HUMAN[52-62] 
DSNRPASLTKDRLLASTLV DRLLASTLVHSVK 30.59 1437.830353 2.217229587 BCLF1_HUMAN[568-580] 
DSNWASKVEKLTLDNAAFP HPVTGQFLYQDSNWASKVEK 84.46 2333.144043 1.524980856 TFR1_HUMAN[515-534] 
DSPDSQEEQKGESSASSPE RGGGDEESGEHTQVPADSPDSQEEQK 88.65 2768.175751 -0.577997983 AKA12_HUMAN[537-562] 
DSRKIQLLLFLFFSVFYVS LFFSVFYVSSLMGNLLIVL 30.66 2177.184647 -2.639647495 OR4F6_HUMAN[29-47] 
DSSAMESLTKHLFAILGGS HLFAILGGSEGK 31.15 1227.661163 7.509401028 GCN1L_HUMAN[341-352] 
DSSAVLDTGKYVGLVRVLA YVGLVRVLAK 48.3 1116.701904 3.035725101 LPPRC_HUMAN[751-760] 
DSSGLTSLKKSPKVSSKDT TEASQEERSDSSGLTSLKK 53.02 2051.99707 1.584310254 NOL8_HUMAN[704-722] 
DSSGNVVNKKTYEDLKRQG ASERWQPDTEEEYEDSSGNVVNKK 74.28 2796.247421 1.40903125 SF3A3_HUMAN[467-490] 
DSTDFTGTIKLLNENSYVP LLNENSYVPREAGSQKDENLALYVENQFREFK 32.95 3799.880493 5.242270128 TFR1_HUMAN[146-177] 
DSVPSLQGEKASRAQILDK DSFHSLRDSVPSLQGEK 33.09 1900.927902 5.934996266 MAX_HUMAN[41-57] 
DSWMGKGAAKLRVAGVVAP LRVAGVVAPTLPREDLEK 50.93 1962.12619 3.227111504 RECQ1_HUMAN[527-544] 
DTADRFINSKCAKYMLKAN EAARWMDEAQALDTADRFINSK 34.61 2537.196838 4.194786877 NARG1_HUMAN[426-447] 
DTAQNALQDKQQELNKITT TAQRADLQNHLDTAQNALQDK 71.96 2350.162521 4.740948722 EEA1_HUMAN[659-679] 
DTDEAEDPEKMLANFESGK ILEHMPVSNQKPDTDEAEDPEK 39.16 2521.164215 5.824690003 DDX23_HUMAN[566-587] 
DTENAIENMVGPDWKKRWL ARLKDTENAIENMV 37.86 1602.803513 6.568490719 OPA1_HUMAN[754-767] 
DTLRMVTEGKIYVEIERAR LRLIDTLRMVTEGK 30.82 1643.93924 3.51716162 PSD12_HUMAN[122-135] 
DTLSKDGFSKSMVNTKPEK SMVNTKPEKTEEDSEEVREQK 51.74 2492.170013 -0.983078998 CDC37_HUMAN[127-147] 
DTNAVIFSQKIQAQNRVVS IQAQNRVVSAPVGKETPSK 61.52 2008.106522 0.064737602 ORC2_HUMAN[211-229] 
DTNETPYFMKSIDCIRAFR KASFEEASNQLINHIEQFLDTNETPYFMK 56.4 3443.634323 7.224925084 KU86_HUMAN[606-634] 
DTNWWKGTSKGRTGLIPSN GRTGLIPSNYVAEQAESIDNPLHEAAK 67.95 2879.441299 3.153736804 OSTF1_HUMAN[56-82] 
DTTSRRILYKLPGHAGSIN LPGHAGSINEVAFHPDEPIIISASSDK 51.86 2800.403152 3.378442134 WDR57_HUMAN[323-349] 
DTVACILKGLNKPQRQAMK NKPQRQAMKKVLLSK 34.17 1768.050491 -4.173523345 DNA2L_HUMAN[627-641] 
DTYNETPYEKGFCFVSYLA LRVKIEPGVDPDDTYNETPYEK 49.49 2577.259842 4.737589824 AMPB_HUMAN[395-416] 
DVARTSLRTKVHAELADVL VHAELADVLTEAVVDSILAIK 64.75 2205.225632 4.942804873 TCPZ_HUMAN[160-180] 
DVDDRAPSKKGKKRKAQRE TLEEDVDDRAPSKK 50.18 1601.789658 0.402674594 NOG2_HUMAN[642-655] 
DVDGVGINAKLQHPLGVTW LQHPLGVTWDK 38.03 1292.687729 2.221727596 NHLC2_HUMAN[474-484] 
DVDRISLCLKVLSECSPLM KPITDDDVDRISLCLK 61.03 1886.977158 5.493442226 COPB_HUMAN[603-618] 
DVIIKCQLPKRFTAQGLPD RFTAQGLPDLNHSQVYAVK 78.49 2143.117432 5.282958288 RENT1_HUMAN[473-491] 
DVKEEEKEEKEVLPDQVEE AQQQEEQGSVNDVKEEEKEEK 74.44 2460.125168 -1.104415351 LAS1L_HUMAN[552-572] 
DVLEVGELAKLAYFNDIAV LAYFNDIAVGAVCCRVDHSQNQK 68.74 2664.253693 2.766253086 NAT13_HUMAN[48-70] 
DVLRTNLGPKGTMKMLVSG AEVARAQAALAVNISAARGLQDVLRTNLGPK 34.02 3172.779221 3.699910767 TCPZ_HUMAN[11-41] 
DVPANSMRLKYQHTGAVLD YQHTGAVLDCAFYDPTHAWSGGLDHQLK 99.53 3186.461792 4.986408448 BUB3_HUMAN[53-80] 
DVPIVHTETKTITYEAAQT SEIPTKDVPIVHTETK 65.2 1792.957077 2.200275763 41_HUMAN[748-763] 
DVQTVAQRLKFRLNLYELK IFPMGDRLYIGLAGLATDVQTVAQRLK 65.15 2945.616074 5.62836418 PSB3_HUMAN[42-68] 
DVRDKWDQYKGVGVALDDP GVGVALDDPYENYRRNK 31.8 1964.970413 3.296741751 CHERP_HUMAN[885-901] 
DVSGQLNSTKKPPKKANEK RLQDVSGQLNSTK 70.63 1444.763397 3.299502195 BRD2_HUMAN[739-751] 
DVSGTMNRGKFLEMCNDLL FLEMCNDLLARVEPPLRSVLEQTK 47.29 2857.482986 7.86181409 HSP74_HUMAN[306-329] 
DVVQVCEGKKKQTNYLRTL LLQDVRQDLADVVQVCEGKK 43.37 2312.215836 3.194338472 DYHC1_HUMAN[4423-4442] 
DWLSHYWMPKWINATDPSA WINATDPSARTLTHYK 55.71 1872.948227 4.818606233 ASNS_HUMAN[541-556] 
DYARQLIEEKIGGPVNPLG LFTIRGTPQQIDYARQLIEEK 36.92 2518.35434 4.598638014 FUBP1_HUMAN[426-446] 
DYEDFKYCWENFVYNDNEP RSLSQEGVAVEIMDYEDFKYCWE 40.57 2853.262558 4.547075404 ABC3C_HUMAN[136-158] 
DYGNSPLHRFKKPGSKNFQ DYGNSPLHRF 47.23 1204.562515 5.137964965 PTBP1_HUMAN[429-438] 
DYIIRSHEVKAEGYEVAHG AEGYEVAHGGRCVTVFSAPNYCDQMGNK 70.77 3116.353882 3.022442366 PPP5_HUMAN[431-458] 
DYKALQKYEKEKFEEMIQQ EKFEEMIQQIK 58.1 1421.722412 3.159547857 TCPE_HUMAN[283-293] 
DYKKKKHVFKLRLNDGNEY LRLNDGNEYLFQAK 34.87 1679.863083 3.880673411 SPTB2_HUMAN[2277-2290] 
DYLAPYAKYKVWIKPGAEQ VWIKPGAEQSFLYGNHVLK 71.91 2185.168396 3.421246625 NIP7_HUMAN[97-115] 
DYNAEIPFEKKPALGFYDT RGVDYNAEIPFEK 36.05 1536.757233 4.56740977 CDC5L_HUMAN[206-218] 
DYNFNLKPVKTLTTKERKK NLNYLHLDYNFNLKPVK 36.25 2104.110519 1.81644451 PRP8_HUMAN[512-528] 
DYPLASKDAKKQLLCGAAI KQLLCGAAIGTHEDDK 111.82 1754.862122 2.383093206 IMDH2_HUMAN[242-257] 
DYVAVARGSKDHNIRAQEP DHNIRAQEPESGLSEETQVK 78.91 2266.082535 -0.02382967 PRKDC_HUMAN[4086-4105] 
EAAAISGLQKRSTSVNLNQ RSTSVNLNQASGAVGSAK 66.82 1745.902008 1.926797715 HTR5B_HUMAN[1561-1578] 
EAACNRLANKAVQRGSADN SAADARYEAACNRLANK 32.43 1879.895828 3.996498044 ILKAP_HUMAN[357-373] 
EAAGLIGWLKSHILPHPVV SHILPHPVVVADLLK 45.94 1636.966461 3.830255628 NPA1P_HUMAN[2127-2141] 
EAAPQEPEQKRSRQDPGTD ALLQTHPEAQRAIEAAPQEPEQK 61.49 2554.313904 2.371282555 FWCH2_HUMAN[79-101] 
EAAVASSPSKANGQENGHV TAAKGEAAAERPGEAAVASSPSK 98.78 2155.086868 -1.520124339 MARCS_HUMAN[8-30] 
EAAVDAQQQKRSIQEELQQ RSIQEELQQLRQSSEAEIQAK 48.78 2470.277512 5.027370382 PLEC1_HUMAN[1553-1573] 
EACSNENVHKEFKKALGAN VTMAVPEDLREACSNENVHK 39.29 2298.073242 3.40720211 FXR2_HUMAN[139-158] 
EADKKKVLDKCQEVISWLD CQEVISWLDANTLAEKDEFEHK 74.88 2661.238052 3.51791152 HSP71_HUMAN[574-595] 
EAEKKEWVEKLTEVSISSD LTEVSISSDAFFPFRDNVDRAK 30.85 2513.255051 6.382559539 PUR9_HUMAN[531-552] 

EAFLGKEDSKTFDQLTPDE TFDQLTPDESKERLGK 61.18 1862.937393 0.557184586 RCN1_HUMAN[71-86] 
EAKERAAANKLVRRTEKKL IGQLEEQLEQEAKERAAANK 54.76 2254.155258 1.018119755 MYH10_HUMAN[1823-1842] 
EAKVTANNDKNRTFSVWYV NRTFSVWYVPEVTGTHK 51.39 2020.016678 2.665324529 FLNA_HUMAN[339-355] 
EALASTRILKHSPESSRGQ NLNREAQQYSEALASTRILK 65.96 2304.218536 3.835139707 GAPR1_HUMAN[34-53] 
EALELRDNDKTRYMGKGVS GLFRAAVPSGASTGIYEALELRDNDK 79.19 2749.403473 3.592779342 ENOA_HUMAN[29-54] 
EALNDGELQKAIDLFTDAI KVAAIEALNDGELQK 96.8 1597.867493 1.163425633 F10A1_HUMAN[118-132] 
EANLVSVGSKKLRESVLRM RVFTEANLVSVGSK 62.73 1505.82019 3.38818674 MDN1_HUMAN[2643-2656] 
EAPKQEAPAKKKSGSKKKG KTESASVQGRNTDVAQSPEAPKQEAPAK 36.39 2923.463501 -2.901011077 RRBP1_HUMAN[599-626] 
EAPVADGVEKKGEGTTTAE KGEGTTTAEAAPATGSKPDEPGK 53.11 2199.065506 0.084126644 NEUM_HUMAN[81-103] 
EAPVPSLHLKLLSVVPVPE DVREAPVPSLHLK 36.95 1459.814697 1.154256087 CT027_HUMAN[79-91] 
EAQHVLFLSKNQAIRQPEV NQAIRQPEVQAAPKEK 54.02 1805.974747 -0.739766712 CC137_HUMAN[142-157] 
EAQIQEMRQKHSQAVEELA HSQAVEELAEQLEQTK 97.94 1838.900986 4.110063596 MYH9_HUMAN[1194-1209] 
EAQLQELQVKFNEGERVRT KVEAQLQELQVK 64.96 1411.803452 3.018833814 MYH9_HUMAN[1249-1260] 
EAQRALQQLKQKMVNYIQM HQTLQGLAFPLQPEAQRALQQLK 39.4 2614.434326 4.232273073 TWF2_HUMAN[172-194] 
EAQVQASVVKVLTELLEQE VLTELLEQERKK 45.65 1484.856201 1.295074903 TCOF_HUMAN[1318-1329] 
EASRLAHYNKRSTITSREI AMGIMNSFVNDIFERIAGEASRLAHYNK 77.96 3169.543671 6.830951786 H2B1B_HUMAN[59-86] 
EASSTQDTGKLPVKWTAPE LPVKWTAPEALREK 49.31 1636.930038 0.130121627 CSK_HUMAN[348-361] 
EASTEDPSGEQAQEEDQAD QAQEEDQADSAFPLLSLGPRLSLCEDS 31.34 2975.381821 -1.902612955 PREX1_HUMAN[813-839] 
EAVAEAHLGKLNVKLTKLT KLDEAVAEAHLGK 98.88 1379.740845 1.572034348 SAHH_HUMAN[389-401] 
EAVLFLLDLPKGEEVTILA KGEEVTILAQK 31.26 1214.687027 -9.865915856 ZO1_HUMAN[492-502] 
EAVSFQHFIKTRSLISMDE TRSLISMDEINK 50.73 1405.72348 1.566453169 TSNAX_HUMAN[139-150] 
EAVVDSILAIKKQDEPIDL KVHAELADVLTEAVVDSILAI 33.33 2205.225632 5.355007591 TCPZ_HUMAN[159-179] 
ECDAFEEKIKAAGGIELFV AAGGIELFVGGIGPDGHIAFNEPGSSLVSRTRVK 62.27 3407.794998 3.349673324 GNPI1_HUMAN[127-160] 
ECDKCQRRQKNRAFCYFCN NRAFCYFCNSVQK 85.45 1692.750076 3.471274397 ZN330_HUMAN[51-63] 
ECGIEFDEEKTAVIDHHNY TAVIDHHNYDISDLGQHTLIVADTENLLK 106.39 3244.636414 5.066515289 OST48_HUMAN[137-165] 
ECHPYLTQEKLIQYCQSKG YKPAVNQIECHPYLTQEK 73.36 2217.088806 3.923162652 ALDR_HUMAN[178-195] 
ECLARGLETKGIKQDLIHR LAELKQECLARGLETK 42.85 1857.998184 3.396128185 HCC1_HUMAN[13-28] 
ECRYVASSSKDGSVRIWDT WITGLSWEPLHANPECRYVASSSK 61.63 2787.343857 6.692392814 NLE1_HUMAN[201-224] 
ECVDWDVEVKAAVHTYGIA AAVHTYGIASVPNQPLKK 77.25 1893.047211 1.549353858 DDX20_HUMAN[457-474] 
ECVEPNCRSKRMLAIKRCK IVLRLECVEPNCRSK 42.57 1871.970947 1.316259744 RL36A_HUMAN[66-80] 
ECWLRTLGAKKLCPQCNTI KLCPQCNTITAPGDLRRIYL 53.6 2388.240585 0.756205221 RN220_HUMAN[547-566] 
ECYFTRSFYKHILGKSVRY AVYDNRLLECYFTRSFYK 53.97 2344.131012 3.118852983 HUWE1_HUMAN[4117-4134] 
EDAAFLAREKAKADAECYT KISEIEDAAFLAREK 48.22 1718.920242 1.425895129 ERLN2_HUMAN[241-255] 
EDALHNLDRKWICGRQIEI WICGRQIEIQFAQGDRK 45.58 2104.063614 1.566967832 FUSIP_HUMAN[75-91] 
EDAVGKEPLKAAPKKRQLL KAGLASPEEEDAVGKEPLK 104.71 1967.021088 2.417360967 TIM_HUMAN[1144-1162] 
EDCLGGGKPKALAAADRLQ ISYSNPVRQPLYEFEDCLGGGKPK 65.18 2753.348282 3.926128805 ATG7_HUMAN[390-413] 
EDDADLPHGKQQTPCLFCN QQTPCLFCNRLFTSAEETFSHCK 38.64 2860.273117 5.368718081 ANM3_HUMAN[46-68] 
EDDEAPAKGKFNWKGTIKA LPEHPEGGEPEDDEAPAKGK 59.72 2100.959961 -4.44035116 LYAR_HUMAN[289-308] 
EDDEKLKKRKERFGIVTSS ERFGIVTSSAGTGTTEDTEAKK 34.04 2284.118286 0.992067711 HCC1_HUMAN[179-200] 
EDDSAVPLAKAAPKSGPSV GATAAPQRKSEDDSAVPLAK 50.79 2011.033401 -0.719530565 WBP11_HUMAN[591-610] 
EDDSRDSQVKSEVQQPVHP ISANENSLAVRSTPAEDDSRDSQVK 64.62 2688.295044 3.436006781 LIMA1_HUMAN[325-349] 
EDEEDTYYTKDLPIHACSY DLPIHACSYCGIHDPACVVYCNTSK 76.32 2936.271408 6.414257193 RENT1_HUMAN[117-141] 
EDEEEDEKDKGKLKPNLGN NGSLDSPGKQDTEEDEEEDEKDK 81.9 2593.07869 -0.939809505 NUDC_HUMAN[134-156] 
EDEWKELEQKEVDYSGLRV AVTKDEDEWKELEQK 96.08 1846.894836 0.415833097 CDV3_HUMAN[77-91] 
EDHACIPIKKSDPVVSYRE DLEEDHACIPIKK 48.07 1566.771164 2.680672262 EF2_HUMAN[560-572] 
EDHTLGNIIKSQLLKDPQV VPNACLFTINKEDHTLGNIIK 67.52 2396.252197 4.872191673 RPB11_HUMAN[27-47] 
EDIGGLEDVKRELQELVQY RELQELVQYPVEHPDK 60.41 1979.011215 2.647281612 TERA_HUMAN[487-502] 
EDIKGTECVKSTPVTSAVQ LQSTGNKAEDIKGTECVK 60.48 1976.983688 -2.142152222 ZFR_HUMAN[510-527] 
EDILKDHWQKYGRNFFTRY YGRNFFTRYDYEEVEAEGANK 33.07 2557.15094 3.868367661 PGM1_HUMAN[420-440] 
EDIVRERAIKFLSTKLKTL GTLGGLFSQILQGEDIVRERAIK 77.9 2499.380905 6.340770216 API5_HUMAN[131-153] 
EDKEVLTEDKCLQRQNRYD CLQRQNRYDGQVAVFGSDLQEK 79.14 2610.26088 2.035428735 UBA1_HUMAN[444-465] 
EDKGTGNKNKITITNDQNR ITITNDQNRLTPEEIERMVNDAEK 38.11 2828.397385 4.004741363 GRP78_HUMAN[524-547] 
EDKKEEEVKKTLEQHDNIV TLEQHDNIVTHYK 52.09 1596.789612 0.250502632 USO1_HUMAN[644-656] 
EDLERLLPHKVFEGNRPTN SPEDLERLLPHK 41.25 1432.767395 3.00607064 G6PI_HUMAN[455-466] 
EDLNCIINLKARNYLLSLP HYLDQLNHILGILGSPSQEDLNCIINLK 98.08 3216.660095 6.362810927 MK01_HUMAN[232-259] 
EDLSLSKQLKIQVKEEPVE IQVKEEPVEEAEEEAPEA 32.16 2024.942551 2.720571009 ZN295_HUMAN[876-893] 
EDLVANFFPKKLLELDSFL KLLELDSFLK 31.69 1204.706696 4.513961795 PSME3_HUMAN[37-46] 
EDLYNGATRKLALQKNVIC NVVHQLSVTLEDLYNGATRK 72.04 2256.186234 4.609548557 DNJA1_HUMAN[106-125] 
EDMEEEQAFKRSRNTDEMV RPAEDMEEEQAFK 46.15 1578.69838 0.894407708 HNRPK_HUMAN[22-34] 
EDNVLMSGVKNNVGRGINV NNVGRGINVALANGK 45.79 1495.821899 3.644818948 FAM3C_HUMAN[98-112] 
EDPAKFKSIKTGRGPLGPN TGRGPLGPNWKQELVNQK 37.71 2021.080643 3.620340448 PIPNA_HUMAN[168-185] 
EDQLPSCESLKDTIARALP KDTIARALPFWNEEIVPQIK 51.65 2367.295029 4.157910138 PGAM1_HUMAN[157-176] 
EDRLKAQLRHCMSKQAEVL CMSKQAEVLIKGK 48.17 1490.794876 7.383980303 CP110_HUMAN[2255-2267] 
EDSEEVREQKHKTFVEKYE SMVNTKPEKTEEDSEEVREQK 51.74 2492.170013 -0.983078998 CDC37_HUMAN[127-147] 
EDTKKGNEEKAAITETQRK AAITETQRKPSEDEVLNK 35.86 2028.048706 -0.021202647 EHBP1_HUMAN[1048-1065] 
EDVKNSPTFKSFEEKVENL SFEEKVENLK 52.12 1221.624084 3.323444628 TPD52_HUMAN[136-145] 
EDYKQRTQKKAEVEGKDLP AEVEGKDLPEHAVLK 57.08 1633.867508 0.522074156 HNRPU_HUMAN[620-634] 
EEAAGASPAKANGQENGHV APRGDVTAEEAAGASPAK 93.52 1696.837997 -1.588248262 MRP_HUMAN[8-25] 
EEAEEEAPEASTAPKEAGP IQVKEEPVEEAEEEAPEA 32.16 2024.942551 2.720571009 ZN295_HUMAN[876-893] 
EEAKNRDHRKIGRDQELYF IGRDQELYFFHELSPGSCFFLPK 52.77 2786.352661 5.788929817 SYTC_HUMAN[326-348] 
EEAQIFRPLKFNTTSVIKI TATITEPRGNEEAQIFRPLK 42.85 2270.201859 0.701699716 U5S1_HUMAN[562-581] 
EEDDYQQKRKGVEGLIDIE GVEGLIDIENPNRVAQTTKK 63.71 2181.175323 6.634496479 HAP28_HUMAN[76-95] 
EEDHACIPIKKSDPVVSYR KSDPVVSYRETVSEESNVLCLSK 67.19 2625.295578 3.319245297 EF2_HUMAN[572-594] 
EEDHVLVLRKSNFAEALAA DAPEEEDHVLVLRK 61.18 1648.842026 2.952375014 PDIA1_HUMAN[18-31] 
EEEAKHNLEKQIATLHAQV QIATLHAQVADMKK 60.21 1552.839523 4.732620397 MYH9_HUMAN[1358-1371] 
EEEEDESALKRSELVNWYL RSELVNWYLK 48.35 1306.703339 3.64658133 MCM6_HUMAN[745-754] 
EEEEEKEEEKDKGDEEEEG TDAPQPDVKEEEEEKEEEK 33.68 2258.007339 -1.862704309 CALX_HUMAN[517-535] 
EEEEQKKPMKNKPGPYSSV NKPGPYSSVPPPSAPPPKK 73.73 1944.046875 -0.957281444 NOLC1_HUMAN[284-302] 
EEEEQRAIAKIKMLGNIKF RENPLLPEEEEQRAIAK 44.7 2021.054092 2.508097146 IF4G2_HUMAN[188-204] 
EEEIDAPKPKKMKKEKEMN VTKNEEPSEEEIDAPKPK 40.38 2039.005829 -0.430111571 DDX21_HUMAN[114-131] 
EEEIQKPEEKVTWDGHSGS VTWDGHSGSMARTQQAAQANITLQEQIEAIHK 45.71 3518.732437 3.51916499 SF3A1_HUMAN[500-531] 
EEEKKKHKKKRLVQSPNSY RLVQSPNSYFMDVK 81.27 1682.845016 3.873202783 RS27L_HUMAN[23-36] 
EEELFKMRAKLFRFASEND LFRFASENDLPEWK 46.3 1750.867844 5.63092185 RANG_HUMAN[55-68] 
EEELGELEAKLNENLRRNI DVRKAEEELGELEAK 80.4 1714.873688 3.309864767 SMC3_HUMAN[681-695] 
EEELLGDVLKDRPQEADGI DRPQEADGIDSVIVVDNVPQVGPDRLEK 68.79 3059.552368 5.593628721 EIF3B_HUMAN[175-202] 
EEENSKVELKSEANDAVNS SEANDAVNSSTKEEKGEEKPDTK 43.92 2492.151382 -0.613927393 CASC3_HUMAN[117-139] 
EEERIQHQQKVKELEEQLE LTQQLEEERIQHQQK 43.89 1906.986053 2.810193599 SHOT1_HUMAN[272-286] 
EEFKLKQMWKSPNGTIRNI SPNGTIRNILGGTVFREAIICK 32.51 2415.305634 3.427309523 IDHC_HUMAN[94-115] 
EEFLASTQRKEFGDTGEGW NVDTNQDRLVTLEEFLASTQRK 32.59 2576.319427 3.38234456 NUCB1_HUMAN[303-324] 
EEGASENNAKESSPEKEAE ESSPEKEAEEGCPEKESEEGCPK 63.34 2621.074448 -0.940454019 HTSF1_HUMAN[451-473] 
EEGERALREKAVNIPLDPL GSGPPPTEEEEGERALREK 48.38 2066.986832 1.213844211 ZC3H4_HUMAN[917-935] 
EEHPVLLTEATLNPKANRE RVAPEEHPVLLTEA 41.28 1559.830734 2.223318162 A26CB_HUMAN[795-808] 
EEIAIIPSKKLRNKIAGYV RVCEEIAIIPSKK 54.59 1541.859909 1.169366938 RS17_HUMAN[33-45] 
EEILSVAYKKDSEDNPQTL DSEDNPQTLLFSATCPHWVFNVAKK 75.93 2903.391235 6.398724284 DDX21_HUMAN[364-388] 
EEIRKTFNIKNDFTEEEEA NDFTEEEEAQVRKENQWCEEK 59.93 2697.16124 4.765380656 SKP1_HUMAN[143-163] 
EEIVQPIISKLYGSAGPPP KKELEEIVQPIISK 78.06 1652.971222 3.213607067 GRP78_HUMAN[620-633] 
EEKATMKNVPSREQEKKRK KASLKKKEEKATMKNVP 32.31 1945.102966 -8.722417423 ZCPW1_HUMAN[57-73] 
EEKEHRPKEKRVTLLTPAG RVTLLTPAGATGSGGGTSGDSSKGEDK 103.02 2505.230713 0.786354722 REN3B_HUMAN[13-39] 
EELEKALGMKLPETNLFET LPETNLFETEETRKILDDICVAK 75.37 2733.389465 4.122720214 SYK_HUMAN[408-430] 
EELFSYSCPKFLSPVVPNY FLSPVVPNYDNVHPNYHK 55.36 2139.053772 4.464590898 IF3EI_HUMAN[420-437] 
EELGPGNVQKEVSSSFDHV VLQHYQESDKGEELGPGNVQK 81.15 2354.150238 2.801860261 MTCH2_HUMAN[91-111] 
EELQLIVNDKSQNLRRLQA AGSGLRQYYLSKIEELQLIVNDK 70.28 2636.417313 5.905741827 PRS8_HUMAN[16-38] 
EELYRVFTTQELVQAFTHA ELVQAFTHAPATLEADRGGK 38.72 2110.080704 3.35863931 AHSA1_HUMAN[230-249] 
EEMMDQANDKKVAAIEALN KVAAIEALNDGELQK 96.8 1597.867493 1.163425633 F10A1_HUMAN[118-132] 
EEMSQNSFIKQYLEKQQEL HSTPHAAFQPNSQIGEEMSQNSFIK 99.3 2784.292557 4.078235231 ACINU_HUMAN[114-138] 
EEPAVLGGDKESTRKRPRR GAQGGLLRKQEEQEPTGEEPAVLGGDK 88.35 2792.394043 3.74588967 ALKB2_HUMAN[8-34] 
EEPESPPEKKTSTSPPPEK TPSPKEEDEEPESPPEKK 47.11 2051.953461 -2.592164053 NUCKS_HUMAN[202-219] 
EEPLDESSVKKMILTFEKR RLLQIIDRDGEEEEEEEEPLDESSVK 79.8 3085.457443 4.936059006 CTBL1_HUMAN[58-83] 
EEPTGAGLNKDKETEERTD KAESKEPIEEEPTGAGLNK 47.97 2026.021805 2.653969462 CA055_HUMAN[323-341] 
EEQLQTQHQKTFIGKIPIM TVIKEGEEQLQTQHQK 48.54 1894.974838 -0.241164152 RPB2_HUMAN[131-146] 
EERAEVSELKCGDLEEELK LVILEGELERAEERAEVSELK 57.54 2411.290695 4.216414065 TPM4_HUMAN[133-153] 
EESGDEEGKKHSSGIVADL HSSGIVADLSEQSLK 62.38 1569.799835 3.229074107 PP1R7_HUMAN[35-49] 
EESNVLCLSKSPNKHNRLY KSDPVVSYRETVSEESNVLCLSK 67.19 2625.295578 3.319245297 EF2_HUMAN[572-594] 
EETMEEQKTKVGDGDLSAE VGDGDLSAEEIPENEVSLRRAVSK 57.75 2569.29834 3.499398984 RRP1B_HUMAN[239-262] 
EETNAFNRRKAAVEALQSQ AAVEALQSQALHATSQQPLRK 71.47 2246.213089 3.291762494 SEPT8_HUMAN[403-423] 
EEVEAEGANKMMKDLEALM YGRNFFTRYDYEEVEAEGANK 33.07 2557.15094 3.868367661 PGM1_HUMAN[420-440] 
EEVNNFQKKKAAAQLLQSQ AAAQLLQSQAQQSGAQQTKKDK 63 2327.219299 1.135260438 SEP11_HUMAN[400-421] 
EEVRQVGSYKKGTMTTGHN KGTMTTGHNVADLVVILK 57.59 1896.050278 2.432952361 ILF2_HUMAN[110-127] 
EEVTMKQICKKVYENYPTY KVYENYPTYDLTERK 67.02 1917.947205 3.893224996 DEK_HUMAN[349-363] 
EFAEFYNRLKQIKEFHRKH DGLRKEELNAISGPNEFAEFYNRLK 33.93 2909.467102 5.498601441 SF3A3_HUMAN[65-89] 
EFEGLKHEIKRLEEETEYL RLEEETEYLNSQLEDAIRLK 40.3 2448.249557 2.007556781 BICD2_HUMAN[214-233] 
EFERVESAIKAVVDLNGRY AVVDLNGRYFGGRVVK 35.71 1748.968597 0.86565305 SPF45_HUMAN[368-383] 
EFGWEKPHIKPLQNLSLHP PLQNLSLHPGSSALHYAVELFEGLK 93.09 2719.433319 5.652648253 BCAT1_HUMAN[75-99] 
EFLTDLSQLKKLLPLVSDE KLLPLVSDEVFIRDVAK 58.57 1941.129883 2.591274311 PYGB_HUMAN[521-537] 
EFLYDEVHPKQHAFKQAFA KIEIGDGAELTAEFLYDEVHPK 30.42 2473.23764 8.589550659 TWF2_HUMAN[294-315] 
EFPLPDRRQKRLIFSTITS RLIFSTITSK 49.13 1164.686646 3.020554938 PRS6B_HUMAN[342-351] 
EFRCFVKENKLIGISQRDY LIGISQRDYTQYYDHISK 35.86 2199.096008 3.948440618 CD123_HUMAN[187-204] 
EFSGYVQQVKYAMTRIKAA IGRTHTQDAVPLTLGQEFSGYVQQVK 135.88 2871.48793 3.382566891 FUMH_HUMAN[231-256] 
EFSIASETHKAIQALNGRW AIQALNGRWFAGRK 33.65 1586.879349 3.07773871 PUF60_HUMAN[528-541] 
EFSITYKPVKHGRPGIGAT TFNQVEIKPEMIGHYLGEFSITYKPVK 65.54 3167.63652 6.813281721 RS15_HUMAN[101-127] 
EFTDTSYEEKRYTCGEAPD RYTCGEAPDYDRSQWLDVK 38.71 2358.069885 0.087783658 GSTM3_HUMAN[36-54] 
EFVCEVLDFKSIEEQQKPL SIEEQQKPLTDSQRVK 56.5 1884.990479 -2.77348881 I2C2_HUMAN[234-249] 
EGDIDKGAPYAPCSGIHQR SDMTSIARLVKWQGHEGDIDKGAPY 31.02 2773.34935 -10.00198551 GCNT3_HUMAN[355-379] 
EGDLLFTVAKDPIVNVWYS YNREGDLLFTVAK 61.09 1524.793625 0.832243773 EIF3I_HUMAN[18-30] 
EGEENEALHKMIANEQKTS ILEREGEENEALHK 39.69 1665.832153 0.449625131 UBP48_HUMAN[697-710] 
EGEIEKLQTKVLELQRKLD VLELQRKLDNTTAAVQELGRENQSLQIK 45.14 3193.741837 2.843999441 EEA1_HUMAN[1313-1340] 
EGEVEKEALKKIIEDQQES KIIEDQQESLNK 37.83 1443.756882 -2.196353167 LA_HUMAN[317-328] 
EGEVPGVDYNFLTVKEFLD FLTVKEFLDLE 30.38 1352.722763 -4.702367827 MAGI1_HUMAN[161-171] 
EGEVSGLMRKVPRVSLERL VPRVSLERLDLDLTADSQPPVFK 74.11 2594.406799 5.042385799 TIF1B_HUMAN[485-507] 
EGGPTSVGRKHEFIRSESE DVGRPNFEEGGPTSVGRK 40.89 1900.939148 0.811704047 PERQ2_HUMAN[176-193] 
EGGRAPKRLKTDNAGDQHG TDNAGDQHGGGGGGGGGAGAAGGGGGGENYDDPHK 120.7 2980.195328 -2.676334643 HNRPL_HUMAN[32-66] 
EGKGIFDSRKNVLGHMQQG NVLGHMQQGGSPTPFDRNFATK 59.11 2401.159729 3.058105594 K6PF_HUMAN[657-678] 
EGKGVFDCRKNVLGHMQQG NVLGHMQQGGAPSPFDRNFGTK 51.85 2357.133514 4.657776038 K6PP_HUMAN[667-688] 
EGLESYVADKEFHAPLIID EFHAPLIIDENGVHELVK 32.65 2059.073822 5.691879463 UAP1_HUMAN[502-519] 
EGLIVRSATKVTADVINAA QNLSKEELIAELQDCEGLIVRSATK 84.28 2843.469818 4.636588691 SERA_HUMAN[34-58] 
EGLLLWCQRKTAPYKNVNI EGLLLWCQRK 33.39 1301.691406 1.765395384 ACTN1_HUMAN[148-157] 
EGLLQEALDKDSGYPETLV DSGYPETLVNLIVLSQHLGKPPEVTNRYLSQLK 65.77 3707.988632 7.54883652 COPE_HUMAN[246-278] 
EGNLDIQRPKRKRKNSRVT RISTLTIEEGNLDIQRPK 51.56 2082.14328 1.782298094 PP1R8_HUMAN[176-193] 
EGQEDQGLTKDYGNSPLHR HQNVQLPREGQEDQGLTK 66.14 2076.034821 2.794269124 PTBP1_HUMAN[411-428] 
EGQRIDIQMKNRMDGTYAC NRMDGTYACSYTPVK 93.01 1761.781433 2.026925663 FLNB_HUMAN[698-712] 
EGRDLLAAAKTGSGKTLAF SIRPLLEGRDLLAAAK 53.54 1722.015152 3.646890094 DDX18_HUMAN[209-224] 
EGSVELYAEKVATRGLCAI RFGFPEGSVELYAEK 72.13 1727.851868 4.187859002 RS3_HUMAN[76-90] 
EGVAHIIDPKAISKDHLYG ALERLEGVEGVAHIIDPK 45.14 1945.063248 3.992672222 DYHC1_HUMAN[2240-2257] 
EHAHQVVVAKYAPSGFYIA CVILRNIDNPALADIYTEHAHQVVVAK 61.67 3058.602203 7.28110376 WDR1_HUMAN[39-65] 
EHALTSGTIKAMLSGPGQF AMLSGPGQFAENETNEVNFREIPSHVLSK 50.24 3200.55603 6.030827087 ELOC_HUMAN[44-72] 
EHAVDGEGFKNTLETSSLN EYVAAQLRQLPAQPPEHAVDGEGFK 46.13 2749.382355 8.943099513 SAFB2_HUMAN[164-188] 
EHDSVELNCKMKFAVYLPP VFEHDSVELNCK 71.69 1475.671478 1.494912677 ESTD_HUMAN[18-29] 
EHFTDLYDIKRAVVHTHLL AGLLQRALEHFTDLYDIK 67.15 2102.116013 7.106648685 CLH1_HUMAN[620-637] 
EHGFDNCLRKDTTFLESDC AGCECLNESDEHGFDNCLRK 84.38 2409.973618 3.4577142 TXNL1_HUMAN[133-152] 
EHGLVDEQQKVRTISALAI VRTISALAIAALAEAATPYGIESFDSVLKPLWK 65.98 3500.928238 5.788179198 SF3B1_HUMAN[701-733] 
EHITHSLCTKEFQARRSSY WCIYPTYDYTHCLCDSIEHITHSLCTK 50.62 3472.498505 5.006769614 SYQ_HUMAN[432-458] 
EHPRSTELPKTHIEQIQKH NESLTEHPRSTELPK 46.69 1736.869293 -0.461174599 SFRIP_HUMAN[370-384] 
EHSASSDSTKAPQTPRSGA APQTPRSGAAHLCDSQETNCSTAGHSK 65.33 2867.267502 -1.524099163 UBP36_HUMAN[626-652] 
EHSKINFRDKRSALQSINE RSALQSINEWAAQTTDGK 84.84 1974.975891 5.519561049 SERPH_HUMAN[167-184] 
EHSKNVNTEKLRAPIICVL LRAPIICVLGHVDTGK 74.91 1747.976715 4.323284135 IF2P_HUMAN[629-644] 
EHVPGFCLPKKGVTSILPV KGVTSILPVLREGVLTGSPEQKEEAAK 49.74 2835.570541 5.324854304 GCN1L_HUMAN[2259-2285] 
EHVSRSIYVKFPLLKPSPK PVFWSPSSRTALAEAELEYNPEHVSRSIYVK 34.3 3561.789185 1.882480869 SYIM_HUMAN[242-272] 
EIAKYMETVKLLDYTEKPL LLDYTEKPLYENLRDILLQGLK 50.6 2646.463196 4.710437696 VRK1_HUMAN[308-329] 
EIAQFLCDIKHVVLYPLVA HVVLYPLVAK 43.44 1137.69101 3.974717177 AIP_HUMAN[94-103] 
EIDAHEDSFKSADESGQAL SADESGQALLAAGHYASDEVREK 38.75 2403.130203 4.110056121 SPTA2_HUMAN[419-441] 
EIDEACKRIKREVDDLGPE REVDDLGPEVGDIK 93.51 1540.7733 3.319112552 DHX15_HUMAN[371-384] 
EIDFLRSNPKIWNVHSVLN IWNVHSVLNVLHSLVDK 81.66 1972.089432 3.848709839 IF3EI_HUMAN[221-237] 
EIEYAMAYSKAAFERESDV AAFERESDVPLKTEEFEVTK 63.8 2324.15358 4.760442724 CS010_HUMAN[126-145] 
EIEYYAMLAKTGVHHYSGN TGVHHYSGNNIELGTACGK 92.69 2013.932678 1.169850425 RL30_HUMAN[69-87] 
EIIDDHRAGKIVVNLTGRL IVVNLTGRLNK 52.98 1225.750641 2.042014025 RS15A_HUMAN[61-71] 
EIIPGGDCYKDGRLKPGDQ DGRLKPGDQLVSVNK 68.55 1624.889664 0.049234112 STXB4_HUMAN[61-75] 
EIKVKLIEAKEALENCITL EALENCITLQDFNRASELKEEIK 70.35 2749.359192 5.245222247 CND3_HUMAN[504-526] 
EILAAKPWTKDHHYFKYCK KQQQEILAAKPWTK 46.51 1667.935852 3.087648721 CSN5_HUMAN[34-47] 
EILKEIKSIKDTICNQDER DTICNQDERISKLEQQMAK 67.94 2306.099442 2.302589343 COR1C_HUMAN[453-471] 
EILQRSKKGKLPIVNEDDE LPIVNEDDELVAIIARTDLKK 87.03 2364.326385 6.042735931 IMDH2_HUMAN[209-229] 
EINEKSSQLKNLSELQDTS NLSELQDTSLQQLVSQRHSTPQNK 72.09 2750.394714 1.828101245 TDIF2_HUMAN[322-345] 
EINGCISTGKEANVYHAST EANVYHASTANGESRAIK 63.16 1916.934006 -0.075119957 RIOK1_HUMAN[191-208] 
EINPEYMLEKSFYQFQHYR SFYQFQHYRAIPGVVEK 53.47 2068.05304 1.432265006 SK2L2_HUMAN[588-604] 
EINPRHALIKKLNQLRASE TQEERAQLLQPTLEINPRHALIK 41.36 2697.492538 0.602411305 TRAP1_HUMAN[630-652] 
EINTLRAQEKHGLQPALLV HGLQPALLVHWAECLQK 63.08 1999.046173 3.230540688 RBP2_HUMAN[568-584] 
EIQFAQGDRKTPNQMKAKE WICGRQIEIQFAQGDRK 45.58 2104.063614 1.566967832 FUSIP_HUMAN[75-91] 
EIQKELLDYKGVGISVLEM LPHSVLLEIQKELLDYK 107.83 2037.150986 2.870675782 SERC_HUMAN[17-33] 
EIQKGVFEVKSTNGDTFLG STNGDTFLGGEDFDQALLRHIVK 68.78 2532.26088 5.280261645 GRP75_HUMAN[266-288] 
EIREKIEDAKESQRSGNVA ELLPEIREKIEDAK 31.18 1681.924988 4.373560089 NASP_HUMAN[644-657] 
EIRLVSKDGKSKGIAYIEF EVFEDAAEIRLVSKDGK 62.95 1904.984329 4.238880014 NUCL_HUMAN[411-427] 
EISSSDATVKILITTVPPN ILITTVPPNLRKLDPELHLDIK 39.9 2537.494461 3.373800468 ILF2_HUMAN[175-196] 
EITAEDSQEKVADEISFRL VADEISFRLQEPKK 47.02 1658.899139 2.937490222 RNUXA_HUMAN[230-243] 
EIVARHFFKNLGVVVAPHT LGVVVAPHTLK 32.56 1132.696838 -1.371946975 RM09_HUMAN[197-207] 
EIVNPQAAEKKVAEANQKY STIRDRSSGTASSVAFTPLQGLEIVNPQAAEK 118.88 3329.721527 6.356687738 PRP31_HUMAN[439-470] 
EIYGHEDVKKALLLLLVGG LAASIAPEIYGHEDVKK 53.1 1839.973022 1.641328413 MCM7_HUMAN[336-352] 
EKAAEMHKMKSTTQANRMS STTQANRMSVDAVEIETLRK 35.1 2248.148117 1.425617812 GTF2I_HUMAN[95-114] 
EKALEAEFGKYGRIVEVLL YGRIVEVLLMK 52.93 1319.763504 2.059459889 HNRGT_HUMAN[31-41] 
EKALELTGLKVFGNEIKLE VFGNEIKLEKPK 65.86 1400.802719 2.693455651 NUCL_HUMAN[371-382] 
EKATAAEVLKSQEEAAHTS SQEEAAHTSGQPFHSTGAPGDAK 63.06 2309.030869 -0.674741954 SKT_HUMAN[851-873] 
EKEELNNKLKDVQEQLSRL DVQEQLSRLKDEEISAAAIK 45.69 2242.180435 4.004138052 ROCK2_HUMAN[998-1017] 
EKESEEGCPKRGFEGSCSQ ESSPEKEAEEGCPEKESEEGCPK 63.34 2621.074448 -0.940454019 HTSF1_HUMAN[451-473] 
EKETPDEVAQEMIESGFFH EMIESGFFHESDVKIVAK 30.62 2081.013931 1.673222821 WNK2_HUMAN[513-530] 
EKFRKSEEGKQRSAAQPST QRSAAQPSTSPAEVQSLKK 68.31 2012.065033 0.084490311 GOGB1_HUMAN[2863-2881] 
EKGEEKPDTKSTVTGERQS SEANDAVNSSTKEEKGEEKPDTK 43.92 2492.151382 -0.613927393 CASC3_HUMAN[117-139] 
EKHPLYRKMKLRYPINEEA LRYPINEEALEK 77.27 1473.782684 1.574180526 PLCG1_HUMAN[752-763] 
EKIEYNESMKAYHNSPAYL AYHNSPAYLAYINAK 45.59 1694.841599 2.622663972 SMCE1_HUMAN[132-146] 
EKINAEKSSKQKVDLQSLP QKVDLQSLPTRAYLDQTVVPILLQGLAVLAK 30.3 3389.964996 6.15493081 DPY30_HUMAN[44-74] 
EKISPAALKKTLLDRVKLE TLLDRVKLESPTVSTLTPSSPGK 45.73 2425.342804 4.398141154 P5CR2_HUMAN[285-307] 
EKKAISLLSKLRNELQTDK LRNELQTDKPFIPLVEK 49.16 2039.141495 3.176827119 CF211_HUMAN[65-81] 
EKKRLDIRGKLYLAPLTTC LYLAPLTTCGNLPFRRICK 30.32 2292.22348 0.899999506 DUS3L_HUMAN[307-325] 
EKLHQNICRKRALVAIGTH RALVAIGTHDLDTLSGPFTYTAK 74.08 2446.285629 4.007708619 SYFB_HUMAN[154-176] 
EKLNPEDIKKHLLVHAPED LLVGVDEKLNPEDIKK 76.35 1809.024734 2.304003877 ACLY_HUMAN[152-167] 
EKLSSLPFQKIQHSITAQD IQHSITAQDHQPTPDSCIISMVVGQLK 72.08 3002.495392 5.64896787 NTF2_HUMAN[64-90] 
EKNLSERKKKSAQERSQAE SAQERSQAEEEIDEIRK 36.32 2016.971161 0.084284795 FKB15_HUMAN[750-766] 
EKPFLWLARKLIGDPNLEF PFLWLARK 52.18 1029.61235 0.994549065 RAN_HUMAN[160-167] 
EKQELNEPPKQSTSFLVLQ QSTSFLVLQEILESEEKGDPNKPSGFRSVK 88.11 3348.720123 3.386368399 PDLI1_HUMAN[212-241] 
EKRDILSFDKIKEQRERER RDILSFDK 35.32 992.529083 4.061341949 SAFB2_HUMAN[609-616] 
EKRDSVLTSKNQIERLTRP NQIERLTRPGSSYFNLNPFEVLQIDPEVTDEEIKK 57.96 4118.095993 5.902485042 DNJC8_HUMAN[41-75] 
EKRFLVTVIKDLLGLCEQK RFLVTVIK 43.86 974.627686 1.855067351 XPO1_HUMAN[515-522] 
EKRRQFEDEKANWEAQQRI ANWEAQQRILEQQNSSRTLEK 47.58 2528.273102 2.143360223 SEPT7_HUMAN[409-429] 
EKTEGAAEAKAEPPKAPEQ DAAAAKEEAPKAEPEKTEGAAEAK 46.24 2411.181519 -0.074237463 BASP_HUMAN[74-97] 
EKTPVSGSLKSPVPRSDIP SPVPRSDIPEPEREQK 31.01 1862.948608 -1.039212779 THOC2_HUMAN[1278-1293] 
EKVCALGGSKAHDGGIYAI AHDGGIYAISWSPDSTHLLSASGDK 102.01 2584.219391 3.661840799 WDR1_HUMAN[232-256] 
EKVFEMSQDKNLYHNLCTS NLYHNLCTSLFPTIHGNDEVK 89.57 2471.190338 3.729376834 MCM6_HUMAN[345-365] 
EKVKNVLDDILEKLPEEFN LEKLPEEFNMAEIMQKNSNRSPY 32.86 2783.325775 7.227684298 DYH11_HUMAN[4266-4288] 
EKVPKGKKGKADAGKEGNN ADAGKEGNNPAENGDAKTDQAQKAEGAGDAK 52.26 3027.376526 -1.167347362 HMGN2_HUMAN[60-90] 
EKVSKEEEEKERNTAAMVC ERNTAAMVCSLENRDECLMCGS 39.6 2602.070221 5.553270578 RIR1_HUMAN[771-792] 
EKYPHMLSVKNCFIRGSVV NCFIRGSVVRYVQLPADEVDTQLLQDAARK 48.97 3460.788513 4.162924127 LSM2_HUMAN[59-88] 
ELAEDKENYKKFYEAFSKN KCLELFSELAEDKENYK 71.9 2115.019363 3.725734212 HS90B_HUMAN[411-427] 
ELAEDKENYKKFYEQFSKN KCLELFTELAEDKENYK 91.94 2129.035019 1.255498372 HS90A_HUMAN[419-435] 
ELAELLEEEKLSCVPVLIF RFEETGQELAELLEEEK 90.31 2048.990173 6.628143062 ARL3_HUMAN[99-115] 
ELAEQLEQTKRVKANLEKA HSQAVEELAEQLEQTK 97.94 1838.900986 4.110063596 MYH9_HUMAN[1194-1209] 
ELALQLGELKIAYQLAVEA QQALTVSTDPEHRFELALQLGELK 60 2722.42897 6.035786491 COPB2_HUMAN[632-655] 
ELALVHNLRKMMKNDWHGG SPIAPEELALVHNLRK 41.3 1786.010071 2.396962968 RT29_HUMAN[280-295] 
ELAQARDETKKTQNDVLHA KQLQALSSELAQARDETK 49.69 2015.064682 1.622280431 RADI_HUMAN[526-543] 
ELDFILSQQKELEDLLSPL RLDQELDFILSQQK 46.73 1731.915527 5.683879985 NUP62_HUMAN[388-401] 
ELDTIKNLVKKYSQFINFP KYSQFINFPIYVWSSK 88.71 2006.030167 8.312437307 ENPL_HUMAN[270-285] 
ELEFEGVKEKFTMVQVWPV FTMVQVWPVRQVRPVTEK 31.71 2199.198685 4.304749755 VATA_HUMAN[203-220] 
ELELDEQQRKRLEAFLTQK KLEELELDEQQRK 64.42 1656.86821 1.455154964 MP2K1_HUMAN[36-48] 
ELENDRLLLKISEKEEVTT ISEKEEVTTREVSGIK 79.03 1803.957779 1.26111599 LMNB2_HUMAN[58-73] 
ELEPDKFQNKTNGITPRRW TNGITPRRWLLLCNPGLAELIAEK 81.69 2734.495193 4.823193705 PYGL_HUMAN[484-507] 
ELEPEKFQNKTNGITPRRW TNGITPRRWLLLCNPGLADTIVEK 30.36 2736.474487 3.173426261 PYGB_HUMAN[484-507] 
ELESYAYSLKNQIGDKEKL ERIDTRNELESYAYSLK 56.42 2086.033035 0.124159108 GRP78_HUMAN[557-573] 
ELEVLLMCNKSYCAEIAHN SYCAEIAHNVSSK 73.46 1464.666702 1.181156093 RL32_HUMAN[94-106] 
ELEVQHPAAKMIVMASHMQ LFVTNDAATILRELEVQHPAAK 49.24 2435.31723 5.761467059 TCPQ_HUMAN[63-84] 
ELFRELMHQKAEKEMKNNP FINDCTELFRELMHQK 49.34 2079.987 4.087525547 K0776_HUMAN[368-383] 
ELFRPKGESKDLLFILTAK IAVMELFRPKGESK 39.53 1603.875565 2.97841061 DDB1_HUMAN[61-74] 
ELFTELAEDKENYKKFYEQ KCLELFTELAEDK 57.83 1594.791229 2.530111733 HS90A_HUMAN[419-431] 
ELGEQVLGLKSQVDAQLLT LLREEKDELGEQVLGLK 72.06 1968.089111 3.333690514 BRE1B_HUMAN[802-818] 
ELGITALHIKLRATGGNRT ELGITALHIK 32.9 1093.649521 2.672702675 RS14_HUMAN[87-96] 
ELGLAIEKLKDGFTLQGLW SEELGLAIEKLK 30.58 1328.755081 -7.187178538 BBS5_HUMAN[317-328] 
ELGVGIALRKMGAMAKPDC ELGVGIALRK 32.44 1054.649857 1.057222919 FABP5_HUMAN[25-34] 
ELHINLIPNKQDQTLTIVD ELHINLIPNK 38.76 1189.68187 1.422228953 HS902_HUMAN[75-84] 
ELHLVHWNTKYGDFGKAVQ YAAELHLVHWNTK 68.35 1580.809937 1.2177302 CAH2_HUMAN[114-126] 
ELHSRPEQDKFSQAAKVAE TTGTPPDSSLVTYELHSRPEQDK 32.21 2557.22963 1.834015978 DCTN2_HUMAN[195-217] 
ELKMTGNCLKGSRPLLSFD GSRPLLSFDPAFDELPHYALLK 33.65 2485.300522 5.983179848 BXDC2_HUMAN[161-182] 
ELLFECAGHKDSVTCAGFS AFVWRLSDGELLFECAGHK 36.87 2234.094254 5.849797956 AAMP_HUMAN[116-134] 
ELLFHEGQQKRFCNTTCLG RFCNTTCLGAYK 44.1 1489.680603 2.316603971 ZMYM3_HUMAN[478-489] 
ELLKLTQYLKEIAKLDDFL EIAKLDDFLDLNHK 46.37 1669.867508 2.572659196 UBCP1_HUMAN[293-306] 
ELLKQLDDLKVELSQLRVA VELSQLRVAK 56.26 1141.681885 2.223911961 RL35_HUMAN[26-35] 
ELLLARGANKEHRNVSDYT DTPLSLACSGGRQEVVELLLARGANK 56.62 2753.449387 6.441011803 ANR17_HUMAN[1151-1176] 
ELLLSAEAAKTAQRADLQN TAQRADLQNHLDTAQNALQDK 71.96 2350.162521 4.740948722 EEA1_HUMAN[659-679] 
ELLQLKAQYKSLIGVEYKP SLIGVEYKPVSATGAEDKDK 101.69 2106.084442 6.553393456 SYEP_HUMAN[944-963] 
ELLQSQLTEKDSMIENMKS RNQELLQSQLTEK 83.07 1585.842346 1.947230132 USO1_HUMAN[744-756] 
ELLSGPNRLKIRIDAMHGV IRIDAMHGVVGPYVK 34.57 1653.902481 2.546703961 PGM1_HUMAN[220-234] 
ELMLGDPCLKDLKKGDIIQ HEELMLGDPCLK 37.24 1440.674103 3.096467127 SYEP_HUMAN[651-662] 
ELPAGALYRKTSQLLETLN LSHEGPGSELPAGALYRK 106.91 1880.974426 2.093595716 DCTN1_HUMAN[1134-1151] 
ELPDFQDGTKATFHYRTLH RVIQEGRGELPDFQDGTK 62.79 2044.033768 1.793023216 AIP_HUMAN[16-33] 
ELPMDPKLNKRRGFVFITF IREYFGEFGEIEAIELPMDPKLNK 46.53 2837.430908 7.923717168 ROAA_HUMAN[170-193] 
ELQANLPPTKQARVIPIQC QARVIPIQCNIRNEEEVNNLVK 30.6 2635.386368 3.53800115 PECR_HUMAN[71-92] 
ELQQDEPPAKKGSIHVSSA RVNENELQQDEPPAK 40.43 1765.859451 1.523903841 MPPH1_HUMAN[833-847] 
ELQTLHNLRKLFVQDLATR LFVQDLATRVKK 30.8 1416.845276 2.058799256 KINH_HUMAN[802-813] 
ELRQQVSTLKCQNEQLQTA NMIREQDLQLEELRQQVSTLK 41.14 2570.348587 3.30149772 USO1_HUMAN[657-677] 
ELRTEPEAKKSKTAAKKND GAVAEDGDELRTEPEAKK 59.68 1913.933014 -1.176634701 APEX1_HUMAN[8-25] 
ELRVIDLRAELKKRNLDTG LKKRNLDTGGNKSVL 32.8 1641.952576 1.386154529 SAFB2_HUMAN[42-56] 
ELSEISERLKASSQVLSES LNDAERELSEISERLK 30 1900.985352 3.476618057 NADAP_HUMAN[506-521] 
ELSENDKKIKALNHEIEEL ALNHEIEELEK 32.99 1323.666992 2.711407039 SMC2_HUMAN[276-286] 
ELSLEAQGIKADRETVAVK ADRETVAVKPTENNEEEFTSK 53.39 2393.134628 0.524416799 IF2P_HUMAN[74-94] 
ELTGDHQLCKEEISATQII RLATYGITVAELTGDHQLCK 84.09 2245.152496 1.762018396 U520_HUMAN[558-577] 
ELTPELLKILHSQVAGRLI ELTPELLKIL 30.44 1167.711441 1.156107539 ROP1A_HUMAN[66-75] 
ELTRELQDSIRRCLSQGAV RRCLSQGAVLQQ 33.46 1414.746307 -4.569723892 LR16B_HUMAN[17-28] 
ELTVAQGRVKDLESLFHRS DLESLFHRSEVELAAALSDK 67.1 2229.127686 6.830474582 LMNB2_HUMAN[131-150] 
ELVQRLVTIKQLHEQAMQF VHQLYETIQRWSPIASTLPELVQRLVTIK 76.56 3417.91362 5.205807395 DCTN2_HUMAN[309-337] 
ELVRTKTLVKNCIVLIDST NCIVLIDSTPYRQWYESHYALPLGRK 44.39 3178.602188 5.916122524 RS8_HUMAN[99-124] 
ELVSLQVLDQHPVGTSDHR EGPELVSLQVLDQ 33.49 1425.735123 0.828344607 MICA_HUMAN[339-351] 
ELYREAPIDKKGNFNYIEF KGNFNYIEFTRILK 40.13 1741.951508 1.616577722 MRLC2_HUMAN[151-164] 
EMAAQDLASKKQQCEELVT KQQCEELVTGTVRTFSLK 32.85 2123.104492 1.158209598 SNX4_HUMAN[339-356] 
EMDNMLIQIKTQVEASEES TQVEASEESALNHLQNPGDAAEGRAAK 60.56 2792.332474 2.620748091 MOFA1_HUMAN[69-95] 
EMESLKKIVKDLEASHQHS DLEASHQHSSPNEQLK 40.74 1818.849625 -1.140281182 CT2NL_HUMAN[276-291] 
EMIDVIGVTKGKGYKGVTS LDWARERLEQQVPVNQVFGQDEMIDVIGVTK 98.45 3611.840622 6.650625682 RL3_HUMAN[194-224] 
EMILNKPGLKYKPAVNQIE YKPAVNQIECHPYLTQEK 73.36 2217.088806 3.923162652 ALDR_HUMAN[178-195] 
EMKIAIYLSKSGICSLHPL SGICSLHPLLRGWEEALENVIK 51.88 2520.315842 4.912876312 HEAT1_HUMAN[628-649] 
EMKLSTLASKESRLQDLLE ESRLQDLLETK 41.4 1330.709213 5.584240289 K1524_HUMAN[637-647] 
EMLFIYGHYKQATVGDINT TKPSDEEMLFIYGHYK 66.38 1956.929123 5.88728527 ACBP_HUMAN[18-33] 
EMNRGSNEWKTVVGGAMFF ESFAEMNRGSNEWK 45.15 1683.731079 4.622472138 COX41_HUMAN[88-101] 
ENADLPEGEKKPIDQRLEG KPIDQRLEGIVNK 43.39 1508.867447 0.700525419 PSMD1_HUMAN[124-136] 
ENDEEAVQVKEQSILELGS RDIQENDEEAVQVK 92.91 1671.806366 0.290703523 PSD11_HUMAN[33-46] 
ENENHCDFVKLREMLICTN ARQYPWGVVQVENENHCDFVK 53.19 2574.207397 3.420081851 SEP10_HUMAN[277-297] 
ENERPSAGSKANKEFGDSL QVPGGGGGGGSGGGGGSGGGGSGGGRGAGGEENKENERPSAGSK 74.36 3640.619553 -4.029533926 SRP68_HUMAN[6-49] 
ENFRVLVKQKKASFEEASN KASFEEASNQLINHIEQFLDTNETPYFMK 56.4 3443.634323 7.224925084 KU86_HUMAN[606-634] 
ENGVHTIDVKFNGSHVVGS FNGSHVVGSPFK 36.34 1274.640793 2.588180151 FLNB_HUMAN[2361-2372] 
ENGYTYEDYKNTAEWLLSH NTAEWLLSHTK 70.38 1298.66188 2.881427458 PNPH_HUMAN[12-22] 
ENHDCEEKPQDIVQNIVEE DIVQNIVEEMVNIVVGDMG 30.33 2105.002075 -4.837524923 BIG1_HUMAN[327-345] 
ENIFAIQTLKDFQYIDRDG TGSERVAQQCRENIFAIQTLK 41.04 2448.254318 1.708564331 EPN2_HUMAN[87-107] 
ENIPRVLPEKLGVDLDAQT AFAHITGGGLLENIPRVLPEK 80.71 2231.242615 7.510164913 PUR2_HUMAN[677-697] 
ENIQQKTDEKVDESGPPAP RTVTAAGAENIQQKTDEK 76.64 1959.002106 -0.441040873 PDS5A_HUMAN[1239-1256] 
ENKDYKKTTKVTWLAETTH VTWLAETTHALPIPVICVTYEHLITKPVLGKDEDFK 39.16 4133.191132 5.429219042 SYEP_HUMAN[607-642] 
ENKEESLLEKRRQLSRDIG KLNYEENKEESLLEK 61.69 1864.941742 1.598441352 SMC2_HUMAN[467-481] 
ENKEKKLKAERDKSIELQK RDKSIELQKN 43.27 1229.67276 7.809394753 LRCC1_HUMAN[939-948] 
ENKGGEDKLKMIREYRQMV MIREYRQMVETELK 34.18 1824.922577 1.92610911 1433E_HUMAN[81-94] 
ENKSNSEALKQQQQLQQQQ QQQQLQQQQQRDPEAHIK 33.57 2230.12027 -1.838017463 MINK1_HUMAN[371-388] 
ENMLEILGFKVPQAQPTKP RNAAENMLEILGFK 67.05 1604.834412 5.726447496 STAU1_HUMAN[342-355] 
ENNEEEFTSKDKKKKGQKG ADRETVAVKPTENNEEEFTSK 53.39 2393.134628 0.524416799 IF2P_HUMAN[74-94] 
ENPHTQRMNKLIEYYQQLA SVASGGWQEPENPHTQRMNK 62.74 2252.039246 0.633203885 DCTN4_HUMAN[127-146] 
ENQILTRDAKGISQEQMQE GISQEQMQEFRASFNHFDK 39.91 2298.048752 2.271927432 ACTN4_HUMAN[761-779] 
ENQIQAIPRKAFRGAVDIK LYRLDLSENQIQAIPRK 33.01 2056.142868 1.977002699 SLIT2_HUMAN[129-145] 
ENQSGVSFDKTSATWLALS TSATWLALSRIAGLCNRAVFQANQENLPILK 51.4 3454.850677 5.610372723 AT1A1_HUMAN[414-444] 
ENSFFAGDKKEAHKLKEDF SFPLHFDENSFFAGDKK 66.59 1984.931931 4.389571181 ERO1A_HUMAN[353-369] 
ENVLKPAQEKVKEGKIFDD ASELGHSLNENVLKPAQEK 67.45 2063.064682 3.13223335 ARFG1_HUMAN[240-258] 
ENVSGLQRAKTGTDKTLVK WIGENVSGLQRAK 55.51 1456.778641 0.762641604 COTL1_HUMAN[81-93] 
ENYTDETWQKLKEAVEAIQ DKPKLPENYTDETWQK 31.55 1990.963593 0.45204242 CUL4B_HUMAN[186-201] 
EPAEPEDAEKSRTYVARNG SRTYVARNGEPEPTPVVNGEK 83.53 2299.155655 3.213353556 TXLNA_HUMAN[113-133] 
EPATHNALAKIYIDSNNNP LLLPWLEARIHEGCEEPATHNALAK 67.27 2867.475174 5.108675441 CLH1_HUMAN[857-881] 
EPCYEQLNRKAEGKATSTT EVRVCEPCYEQLNRK 35.65 1978.935287 -0.877239398 HGS_HUMAN[208-222] 
EPDKELNPKKKIWEQIQPD KIWEQIQPDLHTNDECVATYK 48.12 2587.237671 4.278694657 MCA1_HUMAN[269-289] 
EPEGGSQDQKGQASSPTPE VILERDTQRGEPEGGSQDQK 84.4 2241.098541 -0.522065397 MDC1_HUMAN[940-959] 
EPGAPSMGAKSLCIPFKPL KTTARDQDLEPGAPSMGAK 66.93 1971.968369 1.356512631 SYEP_HUMAN[1459-1477] 
EPIDERGPIKTKQFAPIHA IPVGPETLGRIMNVIGEPIDERGPIK 34.11 2799.531662 5.964926286 ATPB_HUMAN[134-159] 
EPIISSEEQKQLMLYYHRR IQQRGQGAPAREPIISSEEQK 46.71 2321.208725 -0.535927677 CU059_HUMAN[220-240] 
EPLKKLECLKSLDLFNCEV DISTLEPLKKLECLK 37.25 1785.990982 5.71055515 AN32B_HUMAN[102-116] 
EPPRDRALVDHENVISCPH HENVISCPHLGASTK 63.31 1648.799133 2.347162806 SERA_HUMAN[275-289] 
EPSKEEGEPKKTEAPAAPA KTEAPAAPAAQETKSDGAPASDSKPGSSEAAPSSK 47.53 3325.590927 -1.736533484 BASP_HUMAN[150-184] 
EPSLRQLAQKYNCDKMICR IIEPSLRQLAQK 36.67 1394.824509 2.045418604 RL40_HUMAN[1-12] 
EPSQNTISLKMIPRIDYDR RGIYKDDIAQVDYVEPSQNTISLK 64.94 2751.407898 4.403563721 SPT5H_HUMAN[283-306] 
EPTPVVNGEKEPSKGDPNT SRTYVARNGEPEPTPVVNGEK 83.53 2299.155655 3.213353556 TXLNA_HUMAN[113-133] 
EPYPANESSKLVSEKVDDY LVSEKVDDYEHAAK 63 1602.788925 0.479164778 MCES_HUMAN[429-442] 
EQDFHLEIAKKIEIGDGAE KIEIGDGAELTAEFLYDEVHPK 30.42 2473.23764 8.589550659 TWF2_HUMAN[294-315] 
EQDLQQMQAKVRKLELDIL ERLEQDLQQMQAK 46.45 1615.798767 4.175643736 TPR_HUMAN[1284-1296] 
EQDQLWIGTKERTEKLPMG KLEQDQLWIGTK 32.06 1457.787811 2.010580674 UBFD1_HUMAN[458-469] 
EQEREDQKVKWQQFNNRAY WQQFNNRAYSK 57.02 1440.689819 2.015006951 SPF30_HUMAN[178-188] 
EQERQQEIAKMGTPVPRPP RAAVLLEQERQQEIAK 57.81 1881.043152 2.808016389 SF3B2_HUMAN[160-175] 
EQFESTIGFKLPNHRAAKR VRPAELEQFESTIGFK 30.86 1849.957397 8.035320178 E41L2_HUMAN[459-474] 
EQKMTSGKIKKFIQENIFG KFIQENIFGICPHMTEDNK 68.33 2320.098007 6.097587239 PDIA3_HUMAN[234-252] 
EQLADKLRLKKLQEESDLE KLQEESDLELAK 60.05 1401.735077 2.787259921 EIF3J_HUMAN[122-133] 
EQLAEKINAKLNYVPLEKQ LNYVPLEKQEEERQDGGQNESFK 39.86 2736.299057 3.180938859 DDX46_HUMAN[908-930] 
EQLEEEEEAKHNLEKQIAT NSFREQLEEEEEAK 93.03 1736.785263 3.298623107 MYH9_HUMAN[1339-1352] 
EQLFGAAGVMAIEHADFAG AIEHADFAGVERLALVTGGEIASTFDHPELVK 34.45 3391.741211 5.743657546 TCPB_HUMAN[311-342] 
EQLPKKDIIKFLQEHGSDS FLQEHGSDSFLAEHK 81.74 1743.82164 0.83380087 FKBP3_HUMAN[28-42] 
EQLQGLESSKQAETSRLQE RLLWEQLQGLESSK 68.17 1685.910034 5.053650449 GRAP1_HUMAN[204-217] 
EQMTLRGTLKGHNGWVTQI GHNGWVTQIATTPQFPDMILSASRDK 83.6 2869.418121 4.973482218 GBLP_HUMAN[13-38] 
EQQLPTLRHERSQLQEQLA EQAQEALEQQLPTLRHE 39.08 2019.00209 2.02723911 CROCC_HUMAN[812-828] 
EQQQLITVEKALAILSQPT ALAILSQPTPSLVVDHERLK 62.84 2186.242279 4.9367813 ATAD2_HUMAN[1315-1334] 
EQRKESGKNKHSSGQQNLN HSSGQQNLNTITYETLK 86.17 1932.954102 2.261822976 RPC9_HUMAN[35-51] 
EQSAQAQRLKDKVAQMKDT SWQEEQSAQAQRLK 79.79 1687.827759 1.573027808 CACO1_HUMAN[305-318] 
EQSAVSMLKKHQILEQAVE HQILEQAVEDYAETVHQLSK 44.72 2337.160065 4.825086723 SPTB2_HUMAN[1634-1653] 
EQTGKELLYKFICTTSAIQ FICTTSAIQNRFK 75.22 1584.808243 2.517023758 ACLY_HUMAN[18-30] 
EQTLQSDFLKDVELSKMAP RCTAEQTLQSDFLK 32.93 1695.825012 2.824583885 CD2L7_HUMAN[1008-1021] 
EQTVDGRPCKSLVKWESEN KVGEEFEEQTVDGRPCK 56.82 2006.936752 1.748435767 RABP2_HUMAN[67-83] 
EQVDPNFYSKNLLLLGKTY ALGYFHRAEQVDPNFYSK 35.07 2141.03302 1.350282771 RMD1_HUMAN[244-261] 
EQVNDPALRGGNLFPNQLP SVTSVPTSGLSSMGPEQVNDPALRG 30.55 2501.206802 5.029572121 NCOA2_HUMAN[1415-1439] 
EQVTSYLTKKFAELRSPNE FAELRSPNEFK 49.24 1336.677521 1.601732629 CNDP2_HUMAN[365-375] 
ERAQRLFSTKGKSLESLDT CGGTLEERAQRLFSTK 30.02 1851.926117 1.774368842 SF3A3_HUMAN[274-289] 
ERDARTLLAKNLPYKVTQD NLPYKVTQDELK 60.15 1446.77182 1.267649794 NUCL_HUMAN[399-410] 
ERDLAALGDKVNSLGETAE VNSLGETAERLIQSHPESAEDLQEK 47.6 2779.362381 0.971805627 SPTA2_HUMAN[1289-1313] 
ERDWVLNEFKHGKAPILIA SQQERDWVLNEFK 50 1677.811066 2.22194267 DDX5_HUMAN[376-388] 
EREEYGKLQKILRQLHQSC ILRQLHQSCQTDDGEDDLK 81.25 2270.059723 0.158145619 CSN2_HUMAN[171-189] 
ERFELFVMKKEICNAYTEL EICNAYTELNDPMRQRQLFEEQAK 54.65 2982.396332 5.049965975 SYK_HUMAN[494-517] 
ERFQQILSWQQMDQNKAIS QMDQNKAISQILQ 36.86 1515.7715 0.133265469 LRSM1_HUMAN[436-448] 
ERGKLPESPKRAEEIWQQS RAEEIWQQSVIGDYLARFK 68.87 2308.196381 4.280398358 UBF1_HUMAN[487-505] 
ERHVLRHGMALNDTKQVSR RHVLRHGMA 31.6 1075.582138 3.508797577 ZN462_HUMAN[1337-1345] 
ERIKANQIHKLLREEKDEL LLREEKDELGEQVLGLK 72.06 1968.089111 3.333690514 BRE1B_HUMAN[802-818] 
ERIWQYVYSKDQLQTFSEE DQLQTFSEEHPVLLTEAPLNPRK 85.85 2661.376205 4.004319262 ACTZ_HUMAN[97-119] 
ERKLRTFYEKRMATEVAAD RMATEVAADALGEEWK 67.17 1775.851196 4.795446837 RS6_HUMAN[31-46] 
ERLGVHPLSCHGWVLGEHG HGWVLGEHGDSSVPVWSGMNVAGVSLK 81 2804.370468 5.150888645 LDHA_HUMAN[186-212] 
ERNLLSVAYKNVVGARRSS AVTEQGHELSNEERNLLSVAYK 61.6 2486.240082 4.709521049 1433B_HUMAN[30-51] 
ERPLKENPPNKMTQEKLEE KQEESESPVERPLKENPPN 34.09 2206.086533 0.484568481 SRPK1_HUMAN[476-494] 
ERPLSQEPAKKVKAKKKHT RNEEEESTSQIERPLSQEPAK 56.46 2456.177856 0.804909138 RBM34_HUMAN[84-104] 
ERQVFGEATKQPGITFIAA LGGVKVERQVFGEATK 30.57 1716.952271 0.973818567 CATD_HUMAN[169-184] 
ERRIKEIVKKHSQFIGYPI HSQFIGYPITLFVEK 65.03 1777.940308 5.615486614 HS905_HUMAN[40-54] 
ERRVKEVVKKHSQFIGYPI HSQFIGYPITLYLEK 91.73 1807.950851 4.957546271 H90B3_HUMAN[184-198] 
ERSAAETVTKGGIMLPEKS FLPLFDRVLVERSAAETVTK 31.13 2290.268509 6.455574943 CH10_HUMAN[9-28] 
ERVTDYAEEKEIQSSNLET HDSGAADLERVTDYAEEK 33.65 2004.902451 -0.348645392 HYPK_HUMAN[82-99] 
ERWPVDLVEKLLPRHLEII LLPRHLEIIYEINQK 73.69 1878.072662 0.94352047 PYGL_HUMAN[396-410] 
ESDEQHQENEGTNQLVMGI GTNQLVMGIQKQIDNMK 33.3 1948.971024 7.644033604 TAF7_HUMAN[273-289] 
ESDKLFEDGKTGFRDQLAS TGFRDQLASIFLACTSHK 37.99 2051.025848 3.083335106 DDX52_HUMAN[329-346] 
ESDLNGAQIKLREYEAALN LREYEAALNSK 73.22 1292.672409 2.115771932 LMNB1_HUMAN[135-145] 
ESEKLKDECKKLQSQYASS KLQSQYASSEATISQLRSELAK 66.43 2437.281204 3.056274339 EEA1_HUMAN[257-278] 
ESESFADMMKHGLTEADVG HGLTEADVGITK 85.51 1239.64592 3.188007104 PUS7_HUMAN[107-118] 
ESETEKEKIKKLPEYNPRT KLPEYNPRTL 35.84 1229.676788 1.737041815 RCC2_HUMAN[513-522] 
ESEVWTHQSKIKYDWYQTE RCQEAQNGSESEVWTHQSK 75 2259.992691 1.164163057 SUGT1_HUMAN[153-171] 
ESGPGQKRPNKQEESESPV KQEESESPVERPLKENPPN 34.09 2206.086533 0.484568481 SRPK1_HUMAN[476-494] 
ESGQLALPTRNLAEDGETV ESGQLALPTR 31.06 1070.572006 5.46250039 RCCD1_HUMAN[238-247] 
ESIGKFGLALAVAGGVVNS AVAGGVVNSALYNVDAGHRAVIFDRF 55.18 2717.403793 6.730689067 PHB_HUMAN[17-42] 
ESKAHGVQKKAYRVLEEVC AYRVLEEVCASPQGPGALFVQSHLEDLKK 60.36 3240.66011 3.938395131 RRP12_HUMAN[791-819] 
ESKEIVRGYKWAEYHADIY WAEYHADIYDK 71.07 1409.625153 1.432295668 PHP14_HUMAN[49-59] 
ESKPDKPSGKSGMDAALDD SLTPAVPVESKPDKPSGK 68.93 1835.999268 4.773422382 ICAL_HUMAN[133-150] 
ESKVFYLKMKGDYYRYLAE GDYYRYLAEVAAGDDK 37.04 1804.826767 3.265687382 1433Z_HUMAN[123-138] 
ESMMPNKVRKIGELVRYLN IGELVRYLNTNPVGGLLEYARSHGFAAEFK 39.34 3320.73056 4.806171326 DSRAD_HUMAN[716-745] 
ESNSSSTVQKQNEPGLQTE HSAGSGAEESNSSSTVQK 34.24 1761.776535 -0.120900691 CA174_HUMAN[144-161] 
ESNWVSLVSKNYEIERTIV LREMESNWVSLVSK 48.37 1676.85556 4.080256024 SPF27_HUMAN[178-191] 
ESQPDLSGKKMAKALCHLN RFSVYVTESQPDLSGKK 45.75 1940.000336 2.951030417 EI2BA_HUMAN[147-163] 
ESQTRQLELKAKNYADQIS DLQTRVESLESQTRQLELK 35.64 2272.202255 4.179205429 JIP4_HUMAN[116-134] 
ESRTEGEHSKEVIKPYDWT VACAEEWQESRTEGEHSK 68.8 2131.922867 -1.085874182 TIPRL_HUMAN[85-102] 
ESSCPQQWIKYFDKRRDYL LRSSFESSCPQQWIK 40.26 1851.893753 4.36256129 CA031_HUMAN[82-96] 
ESSEIRLLEILEGLCESSD SSEIRLLEI 33.04 1058.597137 7.514662303 CREL2_HUMAN[70-78] 
ESSISHRFHKDCASRVNNA DCASRVNNASYCPHCGEESSK 42.06 2426.963776 -2.366331157 EHMT1_HUMAN[585-605] 
ESWSDLDELKGARSLETVY GARSLETVYLERNPLQK 33.19 1973.069382 0.573218565 PP1R7_HUMAN[319-335] 
ESYDSLSDELAKLQAQETV AKLQAQETVHEVALKDKEPDT 30.59 2349.217575 0.892637626 KIF5A_HUMAN[669-689] 
ETAEAYLGKKVTHAVVTVP VTHAVVTVPAYFNDAQRQATK 65.51 2315.20224 4.712763236 GRP78_HUMAN[165-185] 
ETANSLPAPPQMPLPEIPQ QMPLPEIPQ 34.12 1051.537201 9.294012604 AFAP1_HUMAN[64-72] 
ETDSKKKKMKLPEHPEGGE LPEHPEGGEPEDDEAPAKGK 59.72 2100.959961 -4.44035116 LYAR_HUMAN[289-308] 
ETDSSPGRKKFPLKIFKKP AVAEEDNGSIGEETDSSPGRKK 75.09 2275.056381 -1.810504581 STIM1_HUMAN[652-673] 
ETELIFALAKTNRLAELEE TNRLAELEEFINGPNNAHIQQVGDRCYDEK 36.69 3529.664398 4.522242967 CLH1_HUMAN[1180-1209] 
ETETLGALREMQDKVLDME MQDKVLDMEKRNSSLP 30.77 1905.928802 -0.550387821 EVI5L_HUMAN[481-496] 
ETGDFERTLKGHTDSVQDI GHTDSVQDISFDHSGK 80.49 1728.77037 2.321881535 LIS1_HUMAN[148-163] 
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ETISQATSEKLPMILTQRS KPENTQPENKETISQATSEK 66.47 2258.102585 -0.820600451 CEP97_HUMAN[517-536] 
ETKKELEENKRSLAALDAL IVEEETKKELEENK 79.29 1716.878098 3.229116853 MFAP1_HUMAN[243-256] 
ETNKMLREEKERLEQDLQQ ERLEQDLQQMQAK 46.45 1615.798767 4.175643736 TPR_HUMAN[1284-1296] 
ETPRGLRTFKTVFAEHISD TVFAEHISDECK 59.82 1434.644928 3.105995019 RL3_HUMAN[104-115] 
ETQEGEPIAKKARSNPQVY TLEENKEEEGSEPPKAETQEGEPIAK 62.71 2868.351181 -0.327714405 PPIE_HUMAN[109-134] 
ETQKNERVKKQLQALSSEL QLQALSSELAQARDETKK 42.2 2015.064682 0.531000324 RADI_HUMAN[527-544] 
ETSASAGLPKKGEKEQQEA KPRPPPALGPEETSASAGLPK 96.5 2099.137466 0.117667377 SET_HUMAN[15-35] 
ETSRALSSSKQSSSSRDDN QSSSSRDDNMFQIGK 40.94 1698.763138 3.098725115 TCP4_HUMAN[54-68] 
ETTDLSFLDKYQCVVLTEM HIAELNPYVHVTSSSVPFNETTDLSFLDK 73.45 3259.603729 7.655225013 UBA6_HUMAN[125-153] 
EVAAQYSEDKARQGGDLGW SGMRFNEVAAQYSEDK 72.69 1830.820633 1.546301123 PIN4_HUMAN[60-75] 
EVAKLLDLKKQLAVAEGKP QLAVAEGKPPEAPKGK 51.91 1618.904221 0.710974735 SYMC_HUMAN[882-897] 
EVAQRSTVFKTTIPEEEEE NSQGEEVAQRSTVFK 66.38 1678.827454 4.312533717 LMNB1_HUMAN[533-547] 
EVDLAKPLVKFIQQTYPSG KTSEVDLAKPLVK 30.97 1426.839508 -2.035968295 PDC6I_HUMAN[11-23] 
EVDLDSFEDKPWRKPGADL PWRKPGADLSDYFNYGFNEDTWK 62.86 2805.282318 8.025930173 FIP1_HUMAN[164-186] 
EVEDLCRLDKMIDLIIPRG MIDLIIPRGSSQLVRDIQK 31.95 2181.230331 4.805086309 P5CS_HUMAN[551-569] 
EVEKVKLDQKRLDQELDFI RLDQELDFILSQQK 46.73 1731.915527 5.683879985 NUP62_HUMAN[388-401] 
EVEVLKEQIKELVERNSLL ELVERNSLLERENALLK 34.2 2025.12178 2.964759976 T22D2_HUMAN[718-734] 
EVFAWNNEVKQGLSSSIFT FKNEEEVFAWNNEVK 83.99 1881.889694 4.569874646 AL7A1_HUMAN[410-424] 
EVFSYHQGLKKWVEVGNSG LGITQLRFKPAYNPYTEPSMEVFSYHQGLK 50.92 3513.775467 4.062012537 SYFA_HUMAN[398-427] 
EVILHAVGGKLTDIHGNVL KWDTCAPEVILHAVGGK 87.87 1879.961456 3.737310665 BPNT1_HUMAN[245-261] 
EVINAIAPEKDVDGLTSIN DVDGLTSINAGRLARGDLNDCFIPCTPKGCLELIK 40.46 3887.933212 6.854798822 C1TC_HUMAN[123-157] 
EVKKLLLFLKGFSESERNK KLLLFLK 41.33 873.605133 5.037745125 BZW1_HUMAN[134-140] 
EVKVGNKMVKARQYPWGVV ARQYPWGVVQVENENHCDFVK 53.19 2574.207397 3.420081851 SEP10_HUMAN[277-297] 
EVLDLKPNGKVASVEMVKY VEPFLPGHYEVLDLKPNGK 73.45 2151.136429 2.902186917 ASNS_HUMAN[177-195] 
EVLVAGFGRKGHAVGDIPG KITAFVPNDGCLNFIEENDEVLVAGFGRK 61.78 3251.628494 8.204196774 RS23_HUMAN[80-108] 
EVMEDRQSGKKRGFAFVTF YGKIETIEVMEDRQSGK 89.5 1981.977859 3.029801757 ROA3_HUMAN[149-165] 
EVPHGPVDQKFQSIVIGCA SHLMSLYSACSSEVPHGPVDQK 60.97 2428.115128 3.97180508 BAG2_HUMAN[133-154] 
EVQRFFSDCKIQNGAQGIR VRGLPWSCSADEVQRFFSDCK 50.86 2543.168579 3.00137398 HNRH1_HUMAN[15-35] 
EVSLRRAVSKKKTALGKNH VGDGDLSAEEIPENEVSLRRAVSK 57.75 2569.29834 3.499398984 RRP1B_HUMAN[239-262] 
EVTMKQICKKVYENYPTYD VYENYPTYDLTERKDFIK 31.46 2293.126633 2.223601578 DEK_HUMAN[350-367] 
EVTPLRLELQKLPGLANTT PGNATPPRTPEVTPLRLELQ 31.57 2185.185501 -9.275642727 TAIL1_HUMAN[91-110] 
EVTREGFRLKKILIEDWKK KILIEDWK 58.78 1043.601501 1.907816344 GLU2B_HUMAN[142-149] 
EVVESEGERKTKVERDIGE TKVERDIGEGNLSTAAAAALAAAAVK 107.36 2497.34996 4.413878782 SMRC2_HUMAN[847-872] 
EVVRKVESTKTDSRDKPLK VLEGMEVVRKVESTK 52.92 1702.928741 -0.034646194 PPIB_HUMAN[164-178] 
EVVTEHLINKVREDVLNSL LYTGLREVVTEHLINK 59.62 1884.046875 4.839051576 CUL3_HUMAN[73-88] 
EWAAQTTDGKLPEVTKDVE RSALQSINEWAAQTTDGK 84.84 1974.975891 5.519561049 SERPH_HUMAN[167-184] 
EWDKIWAFNKKVIDPVAPR KVIDPVAPRYVALLK 32.31 1681.029037 4.786948841 SYEP_HUMAN[498-512] 
EWEQVGPRNKTSVTRQADF TSVTRQADFVQTPITGIFGGHIRSVVYQQSSK 43.66 3506.827057 3.28359506 UBP10_HUMAN[589-620] 
EWFFKDITRKDAERQLLAP DAERQLLAPGNSAGAFLIRESETLK 44.33 2685.408539 4.744901871 LYN_HUMAN[138-162] 
EWILTGSYDKTSRIWSLEG TSRIWSLEGK 42.19 1175.629852 3.469629487 WDR12_HUMAN[122-131] 
EYAKAAGKLKAEGSEIRLA AEGSEIRLAKVDATEESDLAQQYGVRGYPTIK 59.75 3493.768845 4.303375715 PDIA1_HUMAN[72-103] 
EYEAAATRLKGIVPLAKVD RLAPEYEAAATRLK 51.74 1587.87323 0.561757691 PDIA3_HUMAN[62-75] 
EYEDVSRVEKYTISQEAYD YTISQEAYDQRQDTVRSFLK 53.03 2447.208084 4.841026833 TBCB_HUMAN[107-126] 
EYFTFITDCKDPKACTILL KIGDEYFTFITDCK 52.24 1735.812729 4.145032399 TCPG_HUMAN[354-367] 
EYIMQSHLTKAAGSRAGDG TNQTGKGLEYIMQSHLTK 32.32 2048.036057 -9.168295615 CO6A3_HUMAN[115-132] 
EYKKEIEELKELLPEIREK ELLPEIREKIEDAK 31.18 1681.924988 4.373560089 NASP_HUMAN[644-657] 
EYLLAAQLGKNYISAWELQ NYISAWELQRK 49.17 1406.730606 4.568038808 WDR18_HUMAN[60-70] 
EYNLRDYFEKYGKIETIEV YGKIETIEVMEDRQSGK 89.5 1981.977859 3.029801757 ROA3_HUMAN[149-165] 
EYPDRIMNTFSVMPSPKVS IREEYPDRIMNTF 35.43 1682.808609 4.543000291 TBB2A_HUMAN[155-167] 
EYPGPSHRIKKTVQVEQSK STLINSLFLTDLYSPEYPGPSHRIK 90.06 2847.480667 7.695925825 SEPT7_HUMAN[64-88] 
EYSRHGTVIKGQERAVACS GQERAVACSKYEEDVK 33.32 1867.873398 -1.02630082 SLU7_HUMAN[409-424] 
EYSTQSLVKKHKDVAEEIA IVSSSDVGHDEYSTQSLVKK 62 2178.080444 2.391555378 SPTB2_HUMAN[766-785] 
FAAMLMPHQKATTADGSSI ATTADGSSILDRAVIEHNLLSASK 44.63 2468.287048 3.425047345 CSN4_HUMAN[291-314] 
FADDFVRSSKQHYNCEHSK LGSRLYGPSSVSFADDFVRSSK 51.83 2374.191727 3.75075016 SERPH_HUMAN[130-151] 
FAEHISDECKRRFYKNWHK TVFAEHISDECK 59.82 1434.644928 3.105995019 RL3_HUMAN[104-115] 
FAERLYYAMKGAGTDDSTL TILQCALNRPAFFAERLYYAMK 31.05 2675.371567 6.284734505 ANXA7_HUMAN[409-430] 
FAFNAEFKDKDFAIDIIKS VPDGKPENEFAFNAEFKDK 40.56 2181.037827 4.211756388 IPYR_HUMAN[195-213] 
FAILGGSEGKLTVVAQKMS HLFAILGGSEGK 31.15 1227.661163 7.509401028 GCN1L_HUMAN[341-352] 
FAIYRWDPDKAGDKPHMQT AGDKPHMQTYEVDLNK 81.38 1844.872681 2.391492944 DHSB_HUMAN[52-67] 
FALATDQGSKLGLSKNKSI VANDNAPEHALRPGFLSTFALATDQGSK 60.05 2926.457321 4.808202703 MK1I1_HUMAN[35-62] 
FALSIPRSGPGSDFSPGDS HLCLPSAFALSIPRSGP 31.97 1821.955963 2.003341504 WNK4_HUMAN[616-632] 
FAQMLKEGAKHFSGLEEAV HFSGLEEAVYRNIQACK 63.44 2020.978867 6.637872478 TCPQ_HUMAN[21-37] 
FAREHGSNKKLAAQSCALS LAAQSCALSLVRQLYHLGVVEAYSGLTK 67.89 3046.62735 5.065273244 DHX9_HUMAN[237-264] 
FASILAAFSKATCKDLVMF RGIHSAIDASQTPDVVFASILAAFSK 127.51 2700.423508 5.074389243 KAD2_HUMAN[204-229] 
FASPESVTGKVGVGTCGIA RSIFASPESVTGK 64.97 1377.72522 3.96595774 SPF30_HUMAN[196-208] 
FAVRGQAGGKLHIIEVGTP LHIIEVGTPPTGNQPFPKK 47.01 2072.141861 3.566358143 CLH1_HUMAN[228-246] 
FCSLLYAFSQLAVSLEEGT VLCVACGFCSLLYAFSQ 32.11 1993.910034 -0.271827711 GL8D3_HUMAN[9-25] 
FCYFCNSVQKLPICAQCGK NRAFCYFCNSVQK 85.45 1692.750076 3.471274397 ZN330_HUMAN[51-63] 
FDEISQDTGKYCFGVEDTL KLIGRYFDEISQDTGK 59.65 1868.963211 1.644227121 ERF1_HUMAN[285-300] 
FDENIRIILKRYDLEQGLG RYDLEQGLGDLLTERK 59.34 1904.99556 5.286626495 BRE1A_HUMAN[110-125] 
FDFCQASEGKRPSENLGQV RPSENLGQVLFGERIEPSPYK 50.53 2415.254623 2.744638158 TM9S2_HUMAN[91-111] 
FDHWQILPGDPFDNSSRPS PFDNSSRPSQVVAETRK 32.25 1916.970428 -0.331773506 EF2_HUMAN[824-840] 
FDLGKGEVIKAWDIAIATM FSFDLGKGEVIK 44.78 1338.718353 4.742595771 FKBP4_HUMAN[77-88] 
FDSSLDRKDKFSFDLGKGE FSFDLGKGEVIK 44.78 1338.718353 4.742595771 FKBP4_HUMAN[77-88] 
FDSTTLEHQKTFRTERPVN LFDSTTLEHQK 54.72 1317.656479 3.510019549 EIF3I_HUMAN[214-224] 
FDSVLKPLWKGIRQHRGKG VRTISALAIAALAEAATPYGIESFDSVLKPLWK 65.98 3500.928238 5.788179198 SF3B1_HUMAN[701-733] 
FDTNIQTSAKKKKNAKPLS KGDVVHCWYTGTLQDGTVFDTNIQTSAK 108.34 3140.487366 5.039026799 FKBP3_HUMAN[127-154] 
FDVSGYPTIKILKKGQAVD RFDVSGYPTIK 61.83 1281.671738 3.133407628 PDIA4_HUMAN[131-141] 
FDVTSRVTYKNVPNWHRDL FDVTSRVTYK 41 1214.629547 2.763805646 RAN_HUMAN[90-99] 
FDYKKKRQGKIPDEELRQA IPDEELRQALEKFEESK 43.03 2060.042542 3.713030117 SH3G1_HUMAN[178-194] 
FEDEYSEYLKHNVRGVVSM KFEDEYSEYLK 66.4 1449.666336 4.225799998 PPIL3_HUMAN[70-80] 
FEDSQEQEKKDLQTRVESL DLQTRVESLESQTRQLELK 35.64 2272.202255 4.179205429 JIP4_HUMAN[116-134] 
FEEALDGVVKRAVASQPDS RAVASQPDSVDAAERAEK 41.1 1898.94458 -1.983733512 PANK4_HUMAN[462-479] 
FEEGLVSQYKFYLENLEQM LREFEEGLVSQYK 62.68 1596.814743 3.9271932 NOC3L_HUMAN[294-306] 
FEETTADGRKTQTVCNFTD TTQFSCTLGEKFEETTADGRK 71.61 2405.116913 1.472277701 FABP5_HUMAN[62-82] 
FEEVTTQNEKLKVELRSAV LRQDFEEVTTQNEK 66.43 1735.837677 1.581369063 BRE1A_HUMAN[349-362] 
FEHVNNTDFKQLYQTLTDY DPVSRTPALVFEHVNNTDFK 52.39 2285.144058 3.921853403 CSK21_HUMAN[103-122] 
FEKLIVALMKPSRLYDAYE PSRLYDAYELK 51.14 1353.692825 1.002443076 ANXA5_HUMAN[87-97] 
FEKPSAIQQRAILPCIKGY PSAIQQR 32.7 798.434784 -0.378240034 IF4A1_HUMAN[55-61] 
FELILSPRSKESVPEFPLS RASGQAFELILSPRSK 52.41 1758.97403 1.911341465 STMN1_HUMAN[14-29] 
FEMLCTMLGKLFEPYVVHV LFEPYVVHVLPHLLLCFGDGNQYVREAADDCAK 32.35 3844.870544 6.032972953 GCN1L_HUMAN[1452-1484] 
FERDCREAEKAAQTAERLD AAQTAERLDQDINATKADVEK 63.14 2286.145126 4.499276919 CIP4_HUMAN[151-171] 
FEREVKMGAKLLQDVRQDL LLQDVRQDLADVVQVCEGKK 43.37 2312.215836 3.194338472 DYHC1_HUMAN[4423-4442] 
FERGDNPFPKNADGTICYD NADGTICYDSTHYK 41.86 1643.688583 0.838966708 AK1A1_HUMAN[128-141] 
FERIVSRFGKKVTYVVIGD KVTYVVIGDGRDEEIAAK 31.63 1962.042191 2.274161086 EYA3_HUMAN[529-546] 
FERTVEALYKFVVPKPRSE FACFERTVEALYK 31.88 1632.796997 4.051942778 MPCP_HUMAN[235-247] 
FESWGESGEKNVFEALSEL NVFEALSELIILTASHCLHGK 70.55 2351.230728 5.474579694 CP51A_HUMAN[193-213] 
FFAPWCGHCKRLAPEYEAA RLAPEYEAAATRLK 51.74 1587.87323 0.561757691 PDIA3_HUMAN[62-75] 
FFEDSIDDAKYCGRLYGLG YCGRLYGLGTGVAQK 64.84 1641.829712 2.065987706 CNOT8_HUMAN[255-269] 
FFGNLMDASKLSLCGEESF LSLCGEESFGTGSDHIREK 45.31 2120.979675 1.275825522 PGM1_HUMAN[371-389] 
FFLRGQPIPKRMLPPEELV NGGVVTTAFYDPRSLDIVCKPVPFFLRGQPIPK 41.64 3687.959976 6.555656829 RM15_HUMAN[170-202] 
FFQNQRYYLKHHGKLKDNS FFQNQRYYLK 33.19 1405.714249 3.786687091 SATB1_HUMAN[692-701] 
FFSDGIRLKKYRGMGSLDA YRGMGSLDAMDK 32.77 1342.600937 1.351853667 IMDH2_HUMAN[411-422] 
FGDFNLPRDKFLKEQIKLD ICHQIEYYFGDFNLPRDK 71.2 2314.084076 5.171808632 LA_HUMAN[17-34] 
FGDRLLSEVKKLAPKDIKI GFGDRLLSEVK 43.99 1219.656082 4.322529997 ACTY_HUMAN[309-319] 
FGEKLNGTDPEEAILSAFR EEAILSAFRMFDPSGKGVVNKDEFK 30.47 2829.400711 -5.025092397 MLRA_HUMAN[104-128] 
FGGLDMLAEKLPNLTHLNL KLELSENRIFGGLDMLAEK 82.37 2162.140488 5.154614171 AN32B_HUMAN[68-86] 
FGQDEDVTSKAFTGREFDE GTAVAICRRIGIFGQDEDVTSK 45.26 2392.216904 3.890533498 AT2A2_HUMAN[629-650] 
FGSGGGLLQKLTRDLLNCS LTRDLLNCSFK 52.24 1365.707458 3.240811181 NAMPT_HUMAN[390-400] 
FGTEDHAWIKVEQLKPYHA FFGTEDHAWIK 42.22 1349.640442 1.831598938 NP60_HUMAN[46-56] 
FGTINIVHPKLGSYTKIPD FGTINIVHPK 49.38 1124.634232 1.422684776 SERC_HUMAN[118-127] 
FGVEETAIGKKIGEEEIQK QLAERRTDIFGVEETAIGK 37.75 2132.122559 6.73178938 SF3A1_HUMAN[468-486] 
FHCIDPNDSKHKRTDRSIL HLNEIDLFHCIDPNDSK 70.32 2065.952728 5.085305127 TEBP_HUMAN[49-65] 
FHDIPIYADKDVFHMVVEV DVFHMVVEVPRWSNAK 35.14 1912.961792 3.878801987 IPYR_HUMAN[42-57] 
FHGMDLTRDKMCSMVKKWQ NCLTNFHGMDLTRDK 63.7 1820.829788 1.085219504 RS3A_HUMAN[95-109] 
FHLISPLIQKSAANVVLFD AYIRFHLISPLIQK 33.87 1697.998062 4.676683783 NRDC_HUMAN[703-716] 
FHLLNQIAPKGGEDGPAIA AYFHLLNQIAPK 37.96 1413.77684 3.459527601 PLSI_HUMAN[300-311] 
FHPEQLITGKEDAANNYAR EDAANNYARGHYTIGK 52.11 1778.833572 1.517848574 TBA1A_HUMAN[97-112] 
FHVEEEGKGKDASGNKVKA ACANPAAGSVILLENLRFHVEEEGKGK 55.01 2908.486481 3.561990082 PGK1_HUMAN[107-133] 
FHVPLEERKYKDMNQFGEG ASVITQVFHVPLEERKY 55.7 2015.084 1.757246844 VIGLN_HUMAN[73-89] 
FIGKIITNLKYWGRCEPIT YWGRCEPITSK 34.66 1395.660507 1.916655223 XPO7_HUMAN[602-612] 
FIGTFKAFDKHMNLILCDC HMNLILCDCDEFRK 62.92 1865.82225 4.074343095 RSMB_HUMAN[37-50] 
FIGYAPNLSKLVAEWEGQD RFLGSGGFIGYAPNLSK 56.95 1782.941696 4.956976451 PLOD1_HUMAN[150-166] 
FIKAVTHQVKFGQQNPRQV FGQQNPRQVAQSEAEK 57.15 1815.886353 -0.621734944 ZC3HF_HUMAN[52-67] 
FIKHVLFPLKSEFVILRDE SEFVILRDEK 47.26 1234.655731 2.278367912 SYYC_HUMAN[273-282] 
FILATGSADKTVALWDLRN TVALWDLRNLK 41.15 1327.7612 3.307823726 RBBP4_HUMAN[297-307] 
FILVVGEKEKISGTVNIRT ISGTVNIRTRDNK 30.95 1472.805923 0.088266891 SYTC_HUMAN[682-694] 
FIMIGSEDGKIHVWNGESG IHVWNGESGIK 31.8 1238.640762 4.609084551 WDR82_HUMAN[263-273] 
FIMNEYKDRKITRTSFLDD ITRTSFLDDAFRK 43.71 1568.831085 0.501009961 DYHC1_HUMAN[3609-3621] 
FIVEISLTCKNRVQNMALY NRVQNMALYADVGGK 82.7 1634.819855 3.920309617 SSRD_HUMAN[59-73] 
FIYTTSNHIKYAVTTGDHG YAVTTGDHGIIRTLDLPIYVTRVK 39.55 2700.496292 4.091840464 COPA_HUMAN[551-574] 
FKEENTIAFKHLFLKGYMD MVVAFKEENTIAFK 31.52 1641.843613 -4.245836781 MCLN3_HUMAN[86-99] 
FKESYYQLMKTALKEDGVL TALKEDGVLCCQGECQWLHLDLIK 61.58 2885.387405 4.909912608 SPEE_HUMAN[195-218] 
FKFVGRIVAKAVYDNRLLE AVYDNRLLECYFTRSFYK 53.97 2344.131012 3.118852983 HUWE1_HUMAN[4117-4134] 
FKKQMADTGKLNTLLQRAP LNTLLQRAPQCLGK 70.25 1610.892624 3.364594213 HNRPU_HUMAN[551-564] 
FKPPQRSIDKPFRLCVSDV GLCLLEQIDSFKPPQRSIDK 31.16 2343.225647 3.471283276 HBS1L_HUMAN[467-486] 
FKQYVNKNSKHEELMLGDP HEELMLGDPCLK 37.24 1440.674103 3.096467127 SYEP_HUMAN[651-662] 
FKVAMGAFDKTRPVVAAGA TRPVVAAGAVGLAQRALDEATK 61.15 2193.222946 3.855513191 ACADM_HUMAN[280-301] 
FKVLYEKEQKGPVTALCHC GPVTALCHCNGHLVSAIGQK 52.69 2118.04628 0.520290803 CPSF1_HUMAN[1170-1189] 
FLCAAHKTPKECPAIDYTR ECPAIDYTRHTLDGAACLLNSNK 33.25 2618.221695 5.128671887 MOBL3_HUMAN[118-140] 
FLEKGDKIAKESQFLKEEL ESQFLKEELVAAVEDVRK 54.78 2089.105499 3.969641554 CTNA1_HUMAN[82-99] 
FLFCSEFRPKIKSTNPGIS RPPSGFFLFCSEFRPK 37.35 1970.982529 5.03454488 HMGB3_HUMAN[95-110] 
FLFCSEHRPKIKSEHPGLS IKSEHPGLSIGDTAK 50.39 1551.825653 0.663734356 HMGB2_HUMAN[113-127] 
FLFCSEYRPKIKGEHPGLS IKGEHPGLSIGDVAK 71.5 1519.835831 0.533610265 HMGB1_HUMAN[113-127] 
FLGDEETVRKAMEAVAAQG PIKPMQFLGDEETVRK 58.65 1886.992401 4.298904434 PGAM1_HUMAN[226-241] 
FLIIKDQDRKSRLMGLEAL SRLMGLEALK 50.92 1116.632477 3.550854987 TCPE_HUMAN[26-35] 
FLIRESETLKGSFSLSVRD DAERQLLAPGNSAGAFLIRESETLK 44.33 2685.408539 4.744901871 LYN_HUMAN[138-162] 
FLKEEDLTEKKPWWWHLRV GFLKEEDLTEK 68.26 1307.660873 3.723442446 CBS_HUMAN[395-405] 
FLNNAWGIQKKQNAKRFKR RAAVQFLNNAWGIQK 64.7 1714.926697 2.796037876 NOL7_HUMAN[223-237] 
FLPGDTARHHRAVILDLLQ RAVILDLLQEALTESGLTSQD 33.26 2271.195786 -0.925943951 OSGEP_HUMAN[50-70] 
FLQDVSASTKSLQELFLAH SLQELFLAHILSPWGAEVKAEPVEVVAPRGK 85.71 3369.844864 7.536548721 PARP1_HUMAN[468-498] 
FLQKSPLPTKRGTAGLLEQ RGTAGLLEQWLK 35.82 1370.767014 4.041532911 DC12_HUMAN[328-339] 
FLRPYTVPNKKGTRLGRYR NKLDFLRPYTVPNK 42.6 1703.935867 4.668602941 PSB7_HUMAN[224-237] 
FLSDRWMLQKGFLKEEDLT GFLKEEDLTEK 68.26 1307.660873 3.723442446 CBS_HUMAN[395-405] 
FLSHLVDGVKRILENPQSL FLSHLVDGVK 51.75 1113.618256 1.316429568 XPO7_HUMAN[303-312] 
FLSNLARHTKAVNVVRFSP AIVEFLSNLARHTK 38.99 1597.893997 4.927736142 CAF1B_HUMAN[54-67] 
FLVSWTKGFKSSGVEGRDV SSGVEGRDVVALIRK 30.83 1584.894745 1.878989131 HXK2_HUMAN[177-191] 
FMCRFEALEKIAAYLQSDQ AFMCRFEALEK 31.3 1400.658051 1.922667705 GSTM3_HUMAN[187-197] 
FMNDLDVSSKMNRAQFEQL MNRAQFEQLCASLLARVEPPLK 40.82 2570.346085 6.098400558 HS74L_HUMAN[301-322] 
FMTMAAEIKKRMGPGAASG RMGPGAASGGERPNL 47.4 1468.720474 2.891632598 RAB1B_HUMAN[172-186] 
FMVHPEYRPKRPANQFVPR RPANQFVPRLYGFK 49.31 1691.92598 0.757716363 CSK2B_HUMAN[178-191] 
FNAPVYLENKEQIGKVDEI EQIGKVDEIFGQLRDFYFSVK 48.43 2517.290375 5.524193847 NOLA1_HUMAN[108-128] 
FNDAQRQATKDAGTIAGLN VTHAVVTVPAYFNDAQRQATK 65.51 2315.20224 4.712763236 GRP78_HUMAN[165-185] 
FNDSQRQATKDAGTIAGLN TVTNAVVTVPAYFNDSQRQATK 41.16 2409.228851 -1.145179711 HSP7C_HUMAN[138-159] 
FNETPINPRKCAHILTKIL SAVLQEARVFNETPINPRK 59.02 2168.170166 0.910906363 COPG_HUMAN[25-43] 
FNPDFVFTEKEGTYDGSWA NRSADFNPDFVFTEK 55.07 1785.832214 5.352126546 DDX27_HUMAN[77-91] 
FNQRYLVADKYWKKNGGSI TFNQRYLVADK 30.1 1353.704086 1.630341537 PCP_HUMAN[67-77] 
FNVDNIRVCKILGSGISSS ILGSGISSSSVLHGMVFKK 87.5 1946.065918 4.313317407 TCPQ_HUMAN[207-225] 
FNVIVEALSKSKAELMEIS FNRLNRLTTDFNVIVEALSK 77.91 2349.280457 5.697063524 LA_HUMAN[55-74] 
FNVSNFYHVKNNMKIIDPD FNVSNFYHVK 61.75 1253.619308 2.476030786 PPIL2_HUMAN[167-176] 
FPAAILRGLKKKGIHHPTP FPAAILRGLK 30.35 1084.675674 4.462163314 DDX41_HUMAN[188-197] 
FPCFDTPAVKYKYSALIEV KPFVYTQGQAVLNRAFFPCFDTPAVK 42.44 3000.532043 5.988271327 AMPB_HUMAN[163-188] 
FPGAYLKGKKYRPLFDYFL YRPLFDYFLK 34.36 1360.717941 4.432219065 SYIC_HUMAN[293-302] 
FPGFEIETVKNNLRILFNN NNLRILFNNAVKK 74.22 1542.899399 2.918531178 ASNS_HUMAN[233-245] 
FPLLTSFRCKKEGPTLSVP IQTQLNLIHPDIFPLLTSFRCK 39.8 2653.441406 5.022534121 RNZ2_HUMAN[385-406] 
FPNGVTDFIKSECLNNIGD AHFQNFPNGVTDFIK 36.61 1733.85257 5.037337171 TNPO1_HUMAN[78-92] 
FPNPYADYNKSLAEGYFDA SLAEGYFDAAGRLTPEFSQRLTNK 34.37 2670.340149 4.876906788 LANC1_HUMAN[16-39] 
FPPSHRLTAKEVFDNDGKP EVFDNDGKPRVDILK 40.73 1743.915543 4.036319321 PP2BA_HUMAN[33-47] 
FPVAMQISEKHDVVFLITK HDVVFLITK 50.52 1070.612442 3.952877656 CLH1_HUMAN[270-278] 
FPVLSTYRLQSRSRPSAPE PFPVLSTYRLQ 31.89 1319.72377 0.897157441 F179B_HUMAN[13-23] 
FQAEVNRMMKLIINSLYKN FAFQAEVNRMMK 38.84 1470.711151 4.318319063 ENPL_HUMAN[76-87] 
FQANEVRKVKKFEQGFITD KFEQGFITDPVVLSPSHTVGDVLEAK 52.33 2812.464737 4.19027476 IMDH1_HUMAN[109-134] 
FQAQDISGQKNGRGVIFGQ KSEKPLENGTGFQAQDISGQK 76.13 2261.128769 -0.335230797 RBP2_HUMAN[1911-1931] 
FQEAASLLGKKYGETANEC KYGETANECGEAFFFYGK 58.36 2116.920029 4.952005676 NASP_HUMAN[76-93] 
FQERDPSKIKWGDAGAEYV LVINGNPITIFQERDPSKIK 46.04 2281.279388 6.528792606 G3P_HUMAN[67-86] 
FQGNVHNFEKNLLRCSWSP IFQGNVHNFEK 54.66 1331.662231 1.810519172 WDR57_HUMAN[276-286] 
FQPHQAGLSKVQAAEHTLR VELANMNRLFFQPHQAGLSK 59.81 2299.189529 2.33734537 UBA5_HUMAN[108-127] 
FQTVDLWEGKNMACVQRTL NMACVQRTLMNLGGLAVARDDGLFSGDPNWFPKK 77.94 3777.854172 5.69317899 TAGL2_HUMAN[121-154] 
FQVAYVVFQKPSGVSAALA FFHPKPVPGFQVAYVVFQK 33.6 2234.204102 2.085753936 ZG14_HUMAN[107-125] 
FQYPCYQEGLRSLSQEGVA RSLSQEGVAVEIMDYEDFKYCWE 40.57 2853.262558 4.547075404 ABC3C_HUMAN[136-158] 
FRASFNHFDKDHGGALGPE GISQEQMQEFRASFNHFDK 39.91 2298.048752 2.271927432 ACTN4_HUMAN[761-779] 
FREVLLEVQKHLDLSNVAG HLDLSNVAGYK 59.03 1215.624771 2.271260068 PACN2_HUMAN[254-264] 
FRGLFIIDDKGILRQITVN RGLFIIDDK 45.38 1075.602585 4.013564173 PRDX1_HUMAN[128-136] 
FRGLGDCLVKIYKSDGIKG AGAEREFRGLGDCLVK 30.34 1776.894089 4.008680114 ADT2_HUMAN[148-163] 
FRKKAKTTKKIVLRLECVE IVLRLECVEPNCRSK 42.57 1871.970947 1.316259744 RL36A_HUMAN[66-80] 
FRPGDIVLAKVISLGDAQS SFRPGDIVLAK 59.77 1201.6819 2.116200635 EXOS1_HUMAN[121-131] 
FRQFCTGEFRKDGVPIGYK KTAENFRQFCTGEFR 30.82 1889.884262 0.640250847 PPIH_HUMAN[38-52] 
FSATWCGPCKMIKPFFHSL MIKPFFHSLSEK 35.34 1462.764236 1.590140053 THIO_HUMAN[37-48] 
FSDNQLQEGKNVIGLQMGT ENPRNFSDNQLQEGK 73.82 1774.82341 0.785430253 TAGL2_HUMAN[157-171] 
FSDRAEEFKKLNCQVIGAS LNCQVIGASVDSHFCHLAWVNTPK 97.69 2752.321396 3.275780224 PRDX1_HUMAN[69-92] 
FSDTVVVSEKFINDCTELF FINDCTELFRELMHQK 49.34 2079.987 4.087525547 K0776_HUMAN[368-383] 
FSEEAANEEKSAATAEKNH RSLFSEEAANEEK 67.35 1508.710648 1.064485097 SRA1_HUMAN[206-218] 
FSGGTSQDTKASESSKPWP DSRPSQAAGDNQGDEAKEQTFSGGTSQDTK 91.88 3111.361328 0.43807191 TR150_HUMAN[186-215] 
FSGLVSTGLKVRIMGPNYT GRVFSGLVSTGLK 58.02 1319.756149 5.30628329 EF2_HUMAN[414-426] 
FSGYVESGLKTILQCALNR TILQCALNRPAFFAERLYYAMK 31.05 2675.371567 6.284734505 ANXA7_HUMAN[409-430] 
FSHHNQLAQKTRREKRARQ LITQTFSHHNQLAQK 61.22 1764.927109 0.891254937 NUDC_HUMAN[54-68] 
FSHNVGPGDKYTCMFTYAS VSEPTTVAFDVRPGGVVHSFSHNVGPGDK 61.86 2991.483948 2.066867183 CS010_HUMAN[32-60] 
FSKKDWYDVKAPAMFNIRN APAMFNIRNIGK 52.23 1330.717941 0.955123517 RS3A_HUMAN[35-46] 
FSLQETYEAKRNEFLGELQ RNEFLGELQK 49.08 1232.651306 2.503546611 SEP11_HUMAN[327-336] 
FSNLSPESQQQDVKSLEFT QDVKSLEFTVEPKL 33.35 1631.877029 3.293140295 CB016_HUMAN[58-71] 
FSNRAEDFRKLGCEVLGVS LGCEVLGVSVDSQFTHLAWINTPRK 87.86 2826.4487 7.041344851 PRDX2_HUMAN[68-92] 
FSPGDLVWAKMEGYPWWPC NLNGGLRRSVAPAAPTSCDFSPGDLVWAK 74.97 3055.529785 6.299071308 MSH6_HUMAN[71-99] 
FSPKQPDLFKDIINMLFYH DIINMLFYHDRFK 41.95 1710.855179 7.004099556 PYGL_HUMAN[761-773] 
FSQYRCKTAKKSEEEIDFL KSEEEIDFLRSNPK 42.02 1690.85257 1.651237991 IF3EI_HUMAN[207-220] 
FSSSQGEDEKTSQTSLTAS RFQDSEFSSSQGEDEK 104.8 1874.791855 2.07863075 F169A_HUMAN[341-356] 
FTAEGEVTFKSILFVPTSA SILFVPTSAPRGLFDEYGSKK 52.41 2311.221222 5.308881678 ENPL_HUMAN[385-405] 
FTAESLIGLKNPEKSFPVN KLFTAESLIGLK 73.06 1318.786011 2.753289745 COPD_HUMAN[336-347] 
FTALVIMWQKHYVYGPLPQ HYVYGPLPQSFDK 50.78 1549.756531 3.092743863 COX41_HUMAN[123-135] 
FTDLSSRFSKSQLDIIIHS SQLDIIIHSLKK 35.2 1393.829269 1.000839939 KU86_HUMAN[145-156] 
FTDVVTTNLKLGNPTDRNV LGNPTDRNVCFK 35.72 1419.692886 1.773623031 VAPB_HUMAN[32-43] 
FTGAVEDISKIPEQSVLLL IPEQSVLLLHACAHNPTGVDPRPEQWK 41.37 3091.566162 1.743776364 AATM_HUMAN[201-227] 
FTNMTEIQHKSIRPLLEGR SIRPLLEGRDLLAAAK 53.54 1722.015152 3.646890094 DDX18_HUMAN[209-224] 
FTQSCADLDKWLHGLESQI WLHGLESQIQSDDYGK 63.73 1874.879883 4.870178662 SPTB2_HUMAN[1395-1410] 
FTRALKTVNKILQINKDDV ILQINKDDVTALHCK 102.15 1766.934891 0.907220752 SRP72_HUMAN[37-51] 
FTRGDGTGGKSIYGERFPD SIYGERFPDENFK 45.35 1600.752151 3.825076853 PPIB_HUMAN[109-121] 
FTRHNGTGGKSIYGEKFED SIYGEKFEDENFILK 56.23 1830.903946 4.907958181 PPIA_HUMAN[77-91] 
FTTVEDLGSKILLTCSLND ILLTCSLNDSATEVTGHRWLK 34.94 2413.242371 3.641988101 BASI_HUMAN[153-173] 
FVALSTNTTKVKEFGIDPQ HFVALSTNTTK 30.75 1217.640442 -0.673433611 G6PI_HUMAN[242-252] 
FVCQGGDITKHDGTGGQSI NSIFHRVIPDFVCQGGDITK 41.43 2302.152863 3.230888843 RBP2_HUMAN[3110-3129] 
FVDWCPTGFKVGINYQPPT RSIQFVDWCPTGFK 86.62 1739.845383 4.167611715 TBA1B_HUMAN[339-352] 
FVEDQIYCEKHARERVTPP GHFFVEDQIYCEK 68.52 1670.739899 3.109400813 PDLI1_HUMAN[297-309] 
FVERSVARAKSRVVGNPFD SRVVGNPFDSKTEQGPQVDETQFK 75.8 2692.309296 4.032597598 ALDH2_HUMAN[345-368] 
FVEWIPNNVKTAVCDIPPR TAVCDIPPRGLK 37.8 1325.712555 1.950649098 TBB2A_HUMAN[351-362] 
FVFEPPPGVKANMLRTFSS VPVNLLRAGRIFVFEPPPGVK 39.75 2304.347046 5.201039497 DYHC1_HUMAN[4134-4154] 
FVFHAVKDTILQENLKDIM LQENLKDIMLQ 38.2 1359.706772 9.149031435 GNA12_HUMAN[371-381] 
FVNHILPDLKSANVNEFPV HGITQANELVNLTEFFVNHILPDLK 86.72 2861.507568 4.485048421 XPO2_HUMAN[446-470] 
FVNKNFGVEKIPQSHIQQI IPQSHIQQICETILTSGENLARK 39.98 2635.375153 4.279846073 LANC1_HUMAN[174-196] 
FVNLGIEPPKGVLLFGPPG LREVVETPLLHPERFVNLGIEPPK 33.59 2781.554108 4.186149019 PRS7_HUMAN[187-210] 
FVQNGSTFVKHLSLGSVQL HLSLGSVQLCGVGK 83.77 1453.771149 2.732892314 GDE_HUMAN[1039-1052] 
FWAPESAPLKSKMIYASSK ESKKEDLVFIFWAPESAPLK 102.27 2333.230698 6.114268946 COF1_HUMAN[93-112] 
FWRKICRNCKCGQEEHDVL CGQEEHDVLLSNEEDRK 69.49 2056.911972 0.252319986 TES_HUMAN[46-62] 
FWTHWNRETKQFFLQFHFK QFFLQFHFK 44.15 1240.639328 5.153794383 SF3A2_HUMAN[205-213] 
FYAPRLRINKRILQLCMGN APDFVFYAPRLRINK 52.54 1805.994049 1.956263368 EZRI_HUMAN[264-278] 
FYASQMAQRKIRDILAQVK IIGHFYASQMAQRK 57.03 1648.850754 0.915789374 IF2B1_HUMAN[539-552] 
FYCVTCHETKFAKHCVKCN QVIGTGSFFPKGEDFYCVTCHETK 68.31 2806.273132 4.682010404 FHL1_HUMAN[134-157] 
FYDDAIVSQKKADEVLEIL KADEVLEILK 84.5 1156.670303 1.546681017 U520_HUMAN[285-294] 
FYDLRGEGVKLQVMANSRN LIFYDLRGEGVK 38.89 1408.771439 4.168880655 SYK_HUMAN[142-153] 
FYINVEREEWKLDTLCDLY KLDTLCDLYETLTITQAVIFINTRR 45.57 2996.600479 5.964425396 IF4A1_HUMAN[259-283] 
FYLREEDIGKNRAEVSQPR AVTLHDQGTAQWADLSSQFYLREEDIGK 41.06 3177.536697 5.489472401 UBA1_HUMAN[98-125] 
FYQLIHQGTKMIPCDFLIP MIPCDFLIPVQTQHPIRK 49.5 2192.159836 2.973323338 G6PI_HUMAN[401-418] 
GAACLLNSNKYFPSRVSIK ECPAIDYTRHTLDGAACLLNSNK 33.25 2618.221695 5.128671887 MOBL3_HUMAN[118-140] 
GAAGPGAATKAVTKDEDEW AVTKDEDEWKELEQK 96.08 1846.894836 0.415833097 CDV3_HUMAN[77-91] 
GACTAAAFLKEFVTHPKWA YRSAGACTAAAFLK 62.98 1485.739807 2.649858327 AMPL_HUMAN[456-469] 
GAESTKLNNQARFILEKIQ VGMLGAESTKLNNQ 37.62 1460.729309 8.100747981 TOP2B_HUMAN[1059-1072] 
GAGAPVYLAAVLEYLTAEI VLEYLTAEILELAGNAARDNKK 99.04 2430.311768 6.067534295 H2A1B_HUMAN[55-76] 
GAGGLRSHLKITDSAGHIL ITDSAGHILYSKEDATK 90.31 1847.926483 1.585019765 TMEDA_HUMAN[76-92] 
GAGKTENTKKVIQYLAHVA VIQYLAHVASSHK 82.45 1451.788483 -0.460810929 MYH10_HUMAN[191-203] 
GAGMAAVVDKIRENRGLDR TVCGVVSRRAAQLCGAGMAAVVDK 57.74 2475.25087 2.121805132 HXK1_HUMAN[821-844] 
GAGNGGVVTKVQHRPSGLI VGELKDDDFERISELGAGNGGVVTK 38.06 2604.303131 4.519443171 MP2K2_HUMAN[64-88] 
GAGYELLIQKFLSLYGDQI FLSLYGDQIDMHRK 31.49 1721.855911 2.422386202 ISOC1_HUMAN[54-67] 
GAIAIGDLVKSTLGPKGMD AGADEERAETARLTSFIGAIAIGDLVK 75.32 2773.460983 8.044100904 TCPB_HUMAN[14-40] 
GALMLENLQKHSTPHAAFQ HSTPHAAFQPNSQIGEEMSQNSFIK 99.3 2784.292557 4.078235231 ACINU_HUMAN[114-138] 
GAPPQQDYTKAWEEYYKKQ KIGQQPQQPGAPPQQDYTK 63.69 2108.065063 -0.360045813 FUBP2_HUMAN[628-646] 
GAPVYLAAVLEYLTAEILE EYLTAEILELAGNAARDNKK 89.43 2218.159286 5.169150869 H2A1B_HUMAN[57-76] 
GAPYNALTGKDSTRGVAKM EFYGRGAPYNALTGK 45.55 1642.810333 1.899793261 NENF_HUMAN[80-94] 
GARPPPPLGASSQPRPGGD AAIGQSSGELRTGGARPPPPLGA 30.74 2159.144699 -5.418349222 B4GT1_HUMAN[68-90] 
GASLADIMAKRNQKPEVRK FQRAITGASLADIMAK 52.9 1691.902847 3.07641778 RL24_HUMAN[78-93] 
GATKPAVSGKQGNVLPLWG SQPQHQAAAAAAQQQQQCGGGGATKPAVSGK 35.94 3017.448578 -1.506570827 PR38B_HUMAN[12-42] 
GAVALRPAEAVSEPTTVAF VSEPTTVAFDVRPGGVVHSFSHNVGPGDK 61.86 2991.483948 2.066867183 CS010_HUMAN[32-60] 
GAVAMAETLKTLRQVEVIN TLRQVEVINFGDCLVRSK 48.46 2133.136459 2.36365563 RAGP1_HUMAN[262-279] 
GAVPEFKEEKLQLQPKPRS KVESTGAVPEFKEEK 43.44 1676.862091 2.613214303 HSDL2_HUMAN[284-298] 
GAYDIFLNAKEQNIVFNAE KGAYDIFLNAK 66.53 1238.665894 2.242735522 LPPRC_HUMAN[1049-1059] 
GCGNFQETHKNNPIYQFHI WSGQSAGGCGNFQETHK 68.31 1849.780212 1.232578868 CAN7_HUMAN[696-712] 
GCIIGRQGANINEIRQMSG INEIRQMSGAQIK 40.91 1486.792557 2.882042945 PCBP1_HUMAN[302-314] 
GCLYSCSDDKHIVEWNVQT HIVEWNVQTCK 55.96 1412.687073 0.71565743 WDR43_HUMAN[149-159] 
GCQFFITCSKCDWLDGKHV LRHSAPGLLSMANSGPSTNGCQFFITCSK 103.55 3137.484497 2.455789027 PPIH_HUMAN[102-130] 
GCRKQLAQIKEMVELPLRH EMVELPLRHPALFK 32.62 1678.922852 4.998442895 TERA_HUMAN[218-231] 
GCTLTDGTLKKLESPPPST RFSGCTLTDGTLK 43.57 1454.718781 3.650877454 VPS53_HUMAN[361-373] 
GCYEKVARLQKVETEIQRV KVETEIQRVSEAYENLVK 42.08 2134.126953 2.580914876 AMOT_HUMAN[464-481] 
GDAAEGRAAKRCEKAEEKA TQVEASEESALNHLQNPGDAAEGRAAK 60.56 2792.332474 2.620748091 MOFA1_HUMAN[69-95] 
GDASESALLKCIELCCGSV RAVAGDASESALLK 77.61 1386.746658 1.424917802 AT1A1_HUMAN[445-458] 
GDAWVEAHGKLYSPSQIGA IVRASNGDAWVEAHGK 70.71 1708.864502 -0.303125262 GRP75_HUMAN[144-159] 
GDDVGLTSYKHRHSGLVNV RALIGDDVGLTSYK 43.63 1506.804199 2.006232795 CQ085_HUMAN[316-329] 
GDEELDSLIKATIAGGGVI ATIAGGGVIPHIHK 92.77 1369.78302 0.023361364 H2AV_HUMAN[103-116] 
GDEIFLLCDKVQKEDIEVY ICRVNRNSGSCLGGDEIFLLCDK 46.89 2682.267624 3.835187775 TF65_HUMAN[196-218] 
GDGERVPEQKEVQDGIAPR LGHGLLSGEYSKPVPESGDGERVPEQK 31.79 2864.430435 -0.109969506 UBP5_HUMAN[380-406] 
GDGHSEAAEKAAQVGLLFL YAAPSKEEEGGGDGHSEAAEK 33.44 2117.913727 -2.518988348 CH041_HUMAN[92-112] 
GDHLTDITLKVAGRIHAKR YSHLQPGDHLTDITLK 70.26 1836.937012 2.309278964 SYK_HUMAN[112-127] 
GDKPEETQGKAEKDEPGAW DPAEGDGAQPEETPRDGDKPEETQGK 73.35 2752.205978 0.499599235 GANAB_HUMAN[192-217] 
GDLDPLASLKSLTYLSILR SLTYLSILRNPVTNKK 48.54 1846.067596 3.769092754 RU2A_HUMAN[114-129] 
GDLGNVTADKDGVADVSIE DGVADVSIEDSVISLSGDHCIIGRTLVVHEK 86.89 3319.671844 6.632884524 SODC_HUMAN[93-123] 
GDLGVDLTSKLSVISVEDP KIEVIKPGDLGVDLTSK 45.67 1811.040405 4.637665718 ETFB_HUMAN[205-221] 
GDLNHLVSATMSGVTTCLR MSGVTTCLRFPGQLNADLRK 53.45 2263.15654 3.845072069 TBB2A_HUMAN[233-252] 
GDLTNLIHTKYPQLLPGIR YPQLLPGIRGISEETTTGVHNLYK 59.73 2685.412598 3.215893158 SAHH_HUMAN[143-166] 
GDPAKVVELKNLELAAVRG NLELAAVRGSDVRVK 31.66 1625.92128 -0.263850412 MECR_HUMAN[62-76] 
GDPVVQSDMKHWPFQVIND HWPFQVINDGDKPK 54.79 1679.841995 2.047216351 HSP71_HUMAN[89-102] 
GDRDLEHLSKFIEEHATKL FEGGDRDLEHLSK 45.43 1501.71611 0.760463308 PDIA4_HUMAN[617-629] 
GDRDSEGTWRKGPEADSEW KGPEADSEWRRGPPE 34.2 1709.812119 0.780787541 EIF3A_HUMAN[901-915] 
GDSAHLTLMKRPELGVTLT RPELGVTLTK 35.7 1112.65535 3.203148217 GLYG_HUMAN[77-86] 
GDVCYADVQKDGVGMVEYL DHMREAGDVCYADVQK 56.11 1892.814529 0.551031273 SFRS9_HUMAN[129-144] 
GDWHCTASWKTHSGSVWRV SESGDWHCTASWK 61.69 1549.625595 2.038556933 SEH1L_HUMAN[42-54] 
GDYRSHAVDKIQNTLHCCG IQNTLHCCGVTDYRDWTDTNYYSEK 55.82 3138.344757 5.829187491 TSN6_HUMAN[147-171] 
GEAEEDSQGKEGPSGSGDS EGPSGSGDSQLSASSRSESGRMK 65.83 2296.034943 -1.864518662 TF3C1_HUMAN[743-765] 
GEAVAAVVAGPLLLLLLAR MGRAGTGTGGEAVAAVVAG 32.72 1646.804642 5.192479898 TMEM8_HUMAN[1-19] 
GEDAECHAAKLLEVIILQC KVLTGVAGEDAECHAAK 103.34 1754.862122 -1.584170041 IPO7_HUMAN[724-740] 
GEDKGGYVIKASEGPAFFP ASEGPAFFPGRCAEIFARGQSVGK 66.09 2538.243774 3.564669435 SYFB_HUMAN[537-560] 
GEDMDDERLKDLFGKFGPA NFGEDMDDERLK 33.91 1467.62999 3.326451512 PABP1_HUMAN[197-208] 
GEDQVSDQVKFNVFQGIMD AHQDNPHEGEDQVSDQVK 76.56 2031.888229 -0.372559863 MLX_HUMAN[221-238] 
GEDSEPVTSKASSTSTPEP GSTIETEQKEDKGEDSEPVTSK 64.24 2393.108154 -1.036727068 ENAH_HUMAN[462-483] 
GEEALNSLQKTSAEKREIE REFGEEALNSLQK 34.41 1519.763031 3.053765558 NUDT9_HUMAN[229-241] 
GEEGYPGELKVWVTYTLDG VLWTPRVLSNGVQFSRISPDGEEGYPGELK 35.35 3329.704437 4.427720321 GALM_HUMAN[116-145] 
GEEKFTFIEKCNNPRSVTL CNNPRSVTLLIK 40.68 1413.776199 2.223831468 TCPZ_HUMAN[366-377] 
GEEKQDTQEKEGILPERAE EGILPERAEEAKLK 44.67 1581.872559 2.220785726 ENSA_HUMAN[25-38] 
GEESNSSANKCLLKVAGYA AIAHYEQSADYYKGEESNSSANK 72.29 2561.130569 2.433300385 SNAA_HUMAN[141-163] 
GEEVTILAQKKKDVYRRIV KGEEVTILAQK 31.26 1214.687027 -9.865915856 ZO1_HUMAN[492-502] 
GEFSMDLRTKSTGGAPTFN CSVIRDSLLQDGEFSMDLRTK 32.67 2469.199188 4.444355908 PROF1_HUMAN[71-91] 
GEIDCEDWIKKTTARDQDL KTTARDQDLEPGAPSMGAK 66.93 1971.968369 1.356512631 SYEP_HUMAN[1459-1477] 
GEIDYEAIVKLSDGFNGAD HGEIDYEAIVK 73.19 1272.634995 4.397961727 PRS10_HUMAN[323-333] 
GEIIKRFEQKGFRLVGLKF GFRLVGLK 50.87 888.55452 4.076283355 NDKA_HUMAN[32-39] 
GEKFKECLDKFLRMNFSKG FLRMNFSK 33.45 1041.542953 3.033000215 NARG1_HUMAN[313-320] 
GEKRRPASQKDSGAASEQA DSGAASEQATAAPNPCSSSSRTTRR 34.84 2564.16333 -1.706989547 LMF2_HUMAN[681-705] 
GELHLEICLKDLEEDHACI DLEEDHACIPIKK 48.07 1566.771164 2.680672262 EF2_HUMAN[560-572] 
GEMWSEQSAKDKQPYEQKA KLGEMWSEQSAK 85.32 1392.670715 0.724507229 HMGB2_HUMAN[128-139] 
GEPGEVFINKGKGFGFIKL KYGEPGEVFINK 34.37 1379.708496 1.75109453 SFPQ_HUMAN[319-330] 
GERDFEQISKTIRKEVGRF VQQGERDFEQISK 54.9 1562.768875 4.38900474 SNX2_HUMAN[457-469] 
GERFPDENFKLKHYGPGWV SIYGERFPDENFK 45.35 1600.752151 3.825076853 PPIB_HUMAN[109-121] 
GERIEPSPYKFTFNKKETC RPSENLGQVLFGERIEPSPYK 50.53 2415.254623 2.744638158 TM9S2_HUMAN[91-111] 
GERLIGDAAKNQLTSNPEN NGRVEIIANDQGNRITPSYVAFTPEGERLIGDAAK 37.51 3770.93396 5.715294998 GRP78_HUMAN[47-81] 
GERLVGMPAKRQAVTNPNN RQAVTNPNNTFYATK 82.36 1723.864166 1.240236929 GRP75_HUMAN[107-121] 
GESDELIGQKVAHALAEGL VAHALAEGLGVIACIGEKLDEREAGITEK 84.09 3048.591339 5.180097377 TPIS_HUMAN[114-142] 
GESSSRSAEKRSAEEEAAD RSAEEEAADLPTKPTK 46.19 1741.884598 3.189074642 PCNP_HUMAN[52-67] 
GETELREYFKKFGVVTEVV IFVGGIPHNCGETELREYFK 46.49 2365.152496 1.52463742 DAZP1_HUMAN[115-134] 
GETIVMHNPKVIVQFQPSS VIVQFQPSSVPDEWGTTQDGQTRPRVVK 37.36 3153.620758 4.446951957 S23IP_HUMAN[398-425] 
GEVPKVGLKDASVQTVATE ASVQTVATEGDLLRFKHEAT 32.6 2172.117493 -0.503195616 CK5P2_HUMAN[871-890] 
GEVSARQELKQRARYLAEK ARPFPDGLAEDIDKGEVSARQELK 86.54 2640.350708 3.629820831 EF2_HUMAN[606-629] 
GEVTYADAHKERTNEGVIE DFMRQAGEVTYADAHK 73.41 1837.841721 3.679859872 SFRS6_HUMAN[128-143] 
GEVTYADAHKGRKNEGVIE DYMRQAGEVTYADAHK 45.41 1853.836624 1.585360847 SFRS4_HUMAN[122-137] 
GFENEDQKLKFLRLMGGFK FLRLMGGFK 31.82 1067.595001 4.478289984 TS118_HUMAN[376-384] 
GFGVRGTEGKIQAIAWARN IQAIAWARNQK 58.4 1297.725464 1.672156446 PYRG1_HUMAN[382-392] 
GFIANVAHTFVVDVAQGTQ VVDVAQGTQVTGRKADVIK 49.13 1983.111313 2.848049912 PA2G4_HUMAN[126-144] 
GFLQLSREDQIALLKTSAI IALLKTSAIEVMLLETS 30.63 1847.032516 8.081611921 NR1H3_HUMAN[287-303] 
GFLSELTQQLAQATGKPPQ AQATGKPPQYIAVHVVPDQLMAFGGSSEPCALCSLHSIGK 41.62 4221.080948 4.466154578 MIF_HUMAN[28-67] 
GFNVETVEYKNICFTVWDV NICFTVWDVGGQDKIRPLWR 44.71 2459.253235 4.25210379 ARF5_HUMAN[60-79] 
GFREGQGLGKHEQGLSTAL HEQGLSTALSVEK 74.33 1397.715042 3.070726057 SPF45_HUMAN[257-269] 
GFRQKNQTSKSTTGPFDRE STTGPFDREHLLSYLEK 41.53 1991.995239 4.093885287 TMOD3_HUMAN[59-75] 
GFVHQLQEYEAIYLAKLTI AIYLAKLTIQ 39.85 1132.685562 8.909798393 STYX_HUMAN[172-181] 
GFVLYPVKYKAIVFRPFKG AIVFRPFKGEVVDAVVTQVNK 58.56 2315.300171 3.697144805 RPB7_HUMAN[74-94] 
GFVWTEPHSKRLKVKLTIQ VRLVDAGFVWTEPHSK 31.34 1839.963181 4.729442464 NMD3_HUMAN[93-108] 
GGAGAGGGWKLAEEESCRE LAEEESCREDVTRVCPK 44.47 2076.956818 3.815678752 GSLG1_HUMAN[112-128] 
GGAGVETGGKLLVSNLDFG WQHDLFDSGFGGGAGVETGGK 53.51 2120.955231 4.51211787 THOC4_HUMAN[87-107] 
GGAIEMELSKYLRDYSRTI YLRDYSRTIPGK 34.17 1467.783386 1.932165214 TCPH_HUMAN[419-430] 
GGAPGELIVNWTPMSREYQ GLSGGGGAPGELIVN 30.32 1296.667389 3.171977667 CNTN2_HUMAN[716-730] 
GGAQNRSYSKLLCGLLAER IGGAQNRSYSK 36.49 1179.599609 -0.294167612 MIF_HUMAN[68-78] 
GGATEIELAKQITSYGETC RLVPGGGATEIELAK 57.32 1509.851471 2.305524793 TCPQ_HUMAN[407-421] 
GGATRIPAVKEKISKFFGK KEDIYAVEIVGGATRIPAVK 42.95 2128.189178 2.605501455 HSP74_HUMAN[332-351] 
GGAVFDHPAKIAKSTKSSS RGPSEETGGAVFDHPAK 60.82 1753.838364 0.71671371 CCNT1_HUMAN[574-590] 
GGEDGYVRIHYFDPQYFEF SYSSGGEDGYVRIH 61.73 1525.679733 2.996041634 EIF3I_HUMAN[299-312] 
GGENYDDPHKTPASPVVHI TDNAGDQHGGGGGGGGGAGAAGGGGGGENYDDPHK 120.7 2980.195328 -2.676334643 HNRPL_HUMAN[32-66] 
GGFAGLFDLKAAGFKDPLL ATSRSGCKVDLGGFAGLFDLK 96.21 2198.115402 6.62931527 PUR2_HUMAN[460-480] 
GGFGAQGPKGGSGSGPTIE RKELEQVCNPIISGLYQGAGGPGPGGFGAQGPKG 36.13 3395.704468 5.973723624 HSP71_HUMAN[596-629] 
GGFLISRLIKLSVEGFAVD DNWEELYNRYQGGFLISRLIK 46.46 2613.333923 4.071045 PSA_HUMAN[833-853] 
GGGGGENYDDPHKTPASPV TDNAGDQHGGGGGGGGGAGAAGGGGGGENYDD 86.23 2617.988693 -1.478997984 HNRPL_HUMAN[32-63] 
GGGGGGGGGKSGGIVISPF SGGIVISPFRLEELTNRLASLQQENK 48.6 2898.556274 6.9990016 CCDC6_HUMAN[46-71] 
GGGGGGGMEKSSGPWNKTA RQDPGDNWEEGGGGGGGMEK 120.87 2031.834091 4.199653918 CDV3_HUMAN[117-136] 
GGGGGRGGGGFHSGGNRGR GRGGGFRGRGRGGGGGGGGGGGGGRGGGG 30.5 2257.078293 8.426823322 FBRL_HUMAN[35-63] 
GGGGGVSSEKSGFRVPSAT KEPGGGGGGGGGGGGGGGGVSSEK 70.8 1814.814392 -0.358163349 ZN503_HUMAN[186-209] 
GGGLPPPPIKHNMDIGTWD HNMDIGTWDNK 73.17 1329.577179 3.907257196 YTHD1_HUMAN[267-277] 
GGGMPGLGQGPPTDAPAVD LRLGGGMPGLGQG 30.12 1227.639404 -0.619074296 PSDE_HUMAN[5-17] 
GGGSEGGRAPKRLKTDNAG VKMAAAGGGGGGGRYYGGGSEGGRAP 66.01 2296.076721 -0.125431349 HNRPL_HUMAN[2-27] 
GGGVIPHIHKSLIGKKGQQ ATIAGGGVIPHIHK 92.77 1369.78302 0.023361364 H2AV_HUMAN[103-116] 
GGIKRMEVRWGEKGSTEEG GEKGSTEEGAKLEKAKNARV 39.21 2101.112686 -7.065780003 ANTR1_HUMAN[399-418] 
GGIYGVLNRKRGHVFEESQ RGHVFEESQVAGTPMFVVK 70.78 2117.072815 5.436279715 EF2_HUMAN[767-785] 
GGKLTGTANKASLCISTKK ASLCISTKK 42.35 1006.548096 0.335801142 PARP1_HUMAN[426-434] 
GGKLVLPMIKEHIMQMLQN EHIMQMLQNPDWK 55.66 1668.775208 5.137899915 IPO5_HUMAN[361-373] 
GGLGVAGNVDHVERYDTIT HVERYDTITNQWEAVAP 37.49 2027.970093 3.440879145 KLH29_HUMAN[479-495] 
GGLQWCGEPKRLETEASTG DQHAGARQAGSVGGLQWCGEPK 77.88 2308.076721 1.464855986 CJ119_HUMAN[183-204] 
GGMHTVCLSKSGQVYSFGC KPALVSIPEDVVQAEAGGMHTVCLSK 84 2735.398621 6.767569398 RCC1_HUMAN[59-84] 
GGMRASPNLKQEEGEKVLP PALNGHMRSHGGMRASPNLK 30.01 2146.063614 -7.334824512 TREF1_HUMAN[525-544] 
GGQYFAKPRNQGGYGGSSS QGGYGGSSSSSSYGSGRRF 41.74 1882.819427 1.777122093 ROA1_HUMAN[354-372] 
GGREASGILKGFDPLLNLV FQGGREASGILK 56.68 1261.677872 2.965891757 LSM7_HUMAN[27-38] 
GGRGGFGGGRGRGGGFRGR GRGGGFRGRGRGGGGGGGGGGGGGRGGGG 30.5 2257.078293 8.426823322 FBRL_HUMAN[35-63] 
GGRIDKPILKAGRAYHKYK VISSANRAVVGVVAGGGRIDKPILK 31.28 2475.46492 3.378355287 RL8_HUMAN[157-181] 
GGSDYNYESKFNYSGSGGR FNYSGSGGRSGGNSYGSGGASYNPGSHGGYGGGSGGGSSYQGK 94.59 3936.634521 3.787499175 ILF3_HUMAN[807-849] 
GGSEGGRAPKRLKTDNAGD MAAAGGGGGGGRYYGGGSEGGRAPK 82.13 2197.008301 -2.325890165 HNRPL_HUMAN[4-28] 
GGSGSQPNQKLGHPEALSA LGHPEALSAGTGSPQPPSFTYAQQREK 65.75 2853.404556 2.139549398 ZYX_HUMAN[296-322] 
GGSIYQKVNKKLETAVNLA KLETAVNLAWTAGNSNTRFGIAAK 59.14 2532.344833 1.630899531 VDAC1_HUMAN[201-224] 
GGSQTLKRDKEKKNNPWLC TAAELLQSQGSQAGGSQTLKRDK 60.03 2373.224792 2.940724378 SEPT6_HUMAN[401-423] 
GGSRQDCHEKIRVLSQQAA IRVLSQQAASVVK 59.39 1397.835434 2.525333036 PUR8_HUMAN[403-415] 
GGSTGEADGKTAAAAAEHS TAAAAAEHSQRELDTVTLEDIK 46.91 2368.186996 2.625637254 PSMD3_HUMAN[55-76] 
GGTESLFFDKVRKALRSAE HGGGTESLFFDK 38.05 1293.598984 3.579161747 SIN3A_HUMAN[458-469] 
GGTRIIYDRKFLMECRNSP FLMECRNSPVTK 55.19 1480.716644 2.227299878 4EBP1_HUMAN[58-69] 
GGTRVVKLRKMPRYYPTED MPRYYPTEDVPRK 36.28 1650.818787 -0.766892169 RL6_HUMAN[112-124] 
GGVPSSLAESHLCLPSAFA HLCLPSAFALSIPRSGP 31.97 1821.955963 2.003341504 WNK4_HUMAN[616-632] 
GGVVGIKVDKGVVPLAGTN GVVPLAGTNGETTTQGLDGLSERCAQYKK 94.37 3049.51387 3.722232619 ALDOA_HUMAN[112-140] 
GHDVTCPVAKEIIYTLKER YLNVVRECGHDVTCPVAK 53.58 2116.019394 0.216916726 GCP2_HUMAN[456-473] 
GHEFYNPQKKNYIFLRNAA NYIFLRNAAEELKPRN 40.54 1947.032578 3.936246412 RAE1L_HUMAN[351-366] 
GHERSITQIKYNREGDLLF YNREGDLLFTVAK 61.09 1524.793625 0.832243773 EIF3I_HUMAN[18-30] 
GHLADVDCVKFHPNSNYLA FHPNSNYLATGSTDK 34.56 1650.763794 0.379824177 TAF5L_HUMAN[434-448] 
GHLVSAIGQKIFLWSLRAS GPVTALCHCNGHLVSAIGQK 52.69 2118.04628 0.520290803 CPSF1_HUMAN[1170-1189] 
GHPSQFSGRKIMKFIVSID DTYEETGLQGHPSQFSGRK 58.62 2135.987213 2.452730039 RPP40_HUMAN[62-80] 
GHQFENYSFKISYIPDEEV LSGHQFENYSFK 62.7 1455.678268 2.971810526 IF2B2_HUMAN[140-151] 
GHRAVIFDRFRGVQDIVVG AVAGGVVNSALYNVDAGHRAVIFDRF 55.18 2717.403793 6.730689067 PHB_HUMAN[17-42] 
GHTFAEELQKIQCTLQDVG IQCTLQDVGSALATPCSSAREAHLK 49.99 2712.332321 3.702348684 MMAB_HUMAN[117-141] 
GHTRYATTGKCELENCQPF LYVSNLGIGHTRYATTGK 56.52 1950.032303 3.22507478 PUR1_HUMAN[82-99] 
GHVVDIVALKTMKMRGQAF RSLYALFSQFGHVVDIVALK 64.06 2262.252472 5.498944151 RU2B_HUMAN[25-44] 
GHVVPTILEKFKEKKPQVV KFGQYAGHVVPTILEK 32.34 1785.977753 1.024088904 CKAP5_HUMAN[354-369] 
GIADSLRHFKVLREKRIPP DLAPGIADSLRHFK 42.38 1538.820511 3.73857767 RPA2_HUMAN[569-582] 
GIALNDHFVKLISWYDNEF LISWYDNEFGYSNRVVDLMAHMASKE 66.44 3074.42659 7.048794097 G3P_HUMAN[310-335] 
GICCIDEFDKMNESTRSVL MNESTRSVLHEVMEQQTLSIAK 32.2 2530.251923 2.42979758 MCM4_HUMAN[579-600] 
GIDITDFQAKREKVDSQYP RIPSIVSSPLNSPLDRSGIDITDFQAK 45.66 2925.555969 5.552107077 NU153_HUMAN[327-353] 
GIDNRVRRRFKGQILMPNI KGQILMPNIGYGSNKK 61.22 1746.945038 1.844934975 RL32_HUMAN[50-65] 
GIESSSPEVKGYWGLDASA LHQLAMQQSHFPMTHGNTGFSGIESSSPEVK 88.39 3381.587051 -3.211214095 PCBP2_HUMAN[246-276] 
GIFLDLMHLKKPGGFDISL AGDLRDTGIFLDLMHLK 43.23 1914.003311 6.292047632 KU70_HUMAN[190-206] 
GIGQDSPTGKSNILVFKLG NALGEAARAAGFNVLRLIHEPSAALLAYGIGQDSPTGK 54.01 3848.033264 5.254112585 HSP7E_HUMAN[153-190] 
GIHEDSQNRKKLSELLRYY KLSELLRYYTSASGDEMVSLK 76.68 2389.219864 4.067436466 HS90A_HUMAN[458-478] 
GIHLTKEELKLNIRPLLRL ILAQVVGDVDTSLPRTLDELGIHLTKEELK 45.78 3301.813309 6.194475001 U5S1_HUMAN[380-409] 
GIKVAVLDGKHTGPITCLQ HTGPITCLQFNPK 56.5 1511.755493 1.760205279 WDR82_HUMAN[281-293] 
GILKELLSKKHAAYAWPFY HAAYAWPFYK 39.53 1252.602905 4.556112697 BRD2_HUMAN[365-374] 
GILYIATPNKASQGSTLVH ASQGSTLVHPFRALGK 54.45 1667.910736 1.904178642 NOP14_HUMAN[628-643] 
GINIGPVHKKDVMKASVML TSEVPYAGINIGPVHKK 49.36 1808.97847 2.235515827 IF2P_HUMAN[1000-1016] 
GINVALANGKTGEVLDTKY NNVGRGINVALANGK 45.79 1495.821899 3.644818948 FAM3C_HUMAN[98-112] 
GIQKQIDNMKGKLQETQDR GTNQLVMGIQKQIDNMK 33.3 1948.971024 7.644033604 TAF7_HUMAN[273-289] 
GIQNVGHIAKALALGASTV VSEYARRFGVPVIADGGIQNVGHIAK 53.78 2752.47728 5.776977749 IMDH2_HUMAN[350-375] 

GIQTVGHVVKALALGASTV VAEYARRFGVPIIADGGIQTVGHVVK 53.43 2751.518433 1.1771682 IMDH1_HUMAN[350-375] 
GIQVVREKVKNFAQLTVSG NFAQLTVSGSRSDGKPCPPFK 44.28 2292.132111 0.742103822 RFC4_HUMAN[125-145] 
GISEPGNQEKKSEKPLENG KSEKPLENGTGFQAQDISGQK 76.13 2261.128769 -0.335230797 RBP2_HUMAN[1911-1931] 
GIVHVSAKDKGTGREQQIV GTGREQQIVIQSSGGLSKDDIENMVK 78.81 2788.402512 4.411127858 GRP75_HUMAN[538-563] 
GIVRNWDDMKHLWDYTFGP HLWDYTFGPEK 37.18 1391.651001 4.191424427 ARP2_HUMAN[87-97] 
GIVSENSLIKHKIMLPPRN NLRVGSHITGGDIYGIVSENSLIK 120.5 2541.355087 3.496166295 VATA_HUMAN[140-163] 
GIVVGIKVDKGVVPLAGTD GVVPLAGTDGETTTQGLDGLSERCAQYKK 69.82 3050.497894 4.378957293 ALDOC_HUMAN[112-140] 
GKAEEKEGEKDAAAAKEEA DAAAAKEEAPKAEPEKTEGAAEAK 46.24 2411.181519 -0.074237463 BASP_HUMAN[74-97] 
GKDASGNKVKAEPAKIEAF AEPAKIEAFRASLSK 71.39 1616.88855 3.305113392 PGK1_HUMAN[142-156] 
GKEAAQEAVKLCDSYEIRP LCDSYEIRPGK 44.69 1336.644516 4.657184409 HNRPR_HUMAN[225-235] 
GKESTITRKLKDGKLVVEC TQTVCNFTDGALVQHQEWDGKESTITRKL 31 3361.636124 2.703445485 FABP5_HUMAN[83-111] 
GKFKVASFRKKYELRAPVA KYELRAPVAGTCYQAEWDDYVPKLYEQLSGK 73.69 3676.78714 6.503504035 PEBP1_HUMAN[157-187] 
GKGAYQDRDKPAQIRFSNI PAQIRFSNISAAK 50.8 1401.772812 3.474172104 TCPD_HUMAN[30-42] 
GKGDSEHKRKKVEAQLQEL KVEAQLQELQVK 64.96 1411.803452 3.018833814 MYH9_HUMAN[1249-1260] 
GKHVVFGKVKEGMNIVEAM EGMNIVEAMERFGSRNGK 48.54 2023.956741 2.475349348 PPIA_HUMAN[134-151] 
GKIERAIGLKLRGKDIGKP PQVIADYESGRAIPNNQVLGKIERAIGLK 49.71 3148.735626 7.090465079 EDF1_HUMAN[103-131] 
GKKGKADAGKEGNNPAENG EGNNPAENGDAKTDQAQKAEGAGDAK 42.85 2585.158936 -0.206950525 HMGN2_HUMAN[65-90] 
GKKVLRNGGKNFPAIFRRI NFPAIFRRIQDPVLQAVTSQTSLPGH 32.5 2891.540619 5.482198623 TRMB_HUMAN[251-276] 
GKLERVKKLKDYAFIHFDE DYAFIHFDERDGAVK 74.72 1781.837296 3.881386934 HNRPQ_HUMAN[372-386] 
GKLERVKKLKDYAFVHFED DYAFVHFEDRGAAVK 84.15 1723.831818 3.436530141 HNRPR_HUMAN[375-389] 
GKLLLFDYDKVELANMNRL VELANMNRLFFQPHQAGLSK 59.81 2299.189529 2.33734537 UBA5_HUMAN[108-127] 
GKPDKMDVRCHSDAEAARV HSDAEAARVSKNAHK 33.1 1619.812775 2.967626922 VAX1_HUMAN[13-27] 
GKPDQKFDQKQELGRVIHL QELGRVIHLSNLPHSGYSDSAVLK 41.48 2619.376877 3.322927707 MATR3_HUMAN[492-515] 
GKPIRITLSKHQNVQLPRE HQNVQLPREGQEDQGLTK 66.14 2076.034821 2.794269124 PTBP1_HUMAN[411-428] 
GKRYTIYSPKDGQPCMDHD DGQPCMDHDRQTGEGVGPQEYTLLK 30.98 2830.26506 3.484479295 SYLC_HUMAN[244-268] 
GKSVFLEQMKKFVEWLKNA KFVEWLK 37.18 948.543274 3.508537872 BZW1L_HUMAN[258-264] 
GKVIPELNGKLTGMAFRVP LTGMAFRVPTANVSVVDLTCRLEK 52.79 2676.409134 4.128292592 G3P_HUMAN[228-251] 
GKVLECDIIKNYGFVHIED NYGFVHIEDK 55.05 1220.582581 3.230424603 RBM4B_HUMAN[36-45] 
GKVLTPTQVKNRPTSISWD NRPTSISWDGLDSGK 79.02 1631.790344 3.689199426 PEBP1_HUMAN[48-62] 
GLCCQSREVKEWHGCRATK WQMNPYDRGSAFAIGSDGLCCQSREVK 55.8 3131.401154 5.572265942 DDX1_HUMAN[91-117] 
GLDFSDRIGKTKRTGYESG GLDFSDRIGK 38.98 1106.572021 2.84934007 DCTN2_HUMAN[66-75] 
GLDKKLAQRKHFPSVNWLI HFPSVNWLISYSK 72.59 1576.803802 4.490095718 VATA_HUMAN[444-456] 
GLEEPEMDPKSRDLLVQQA SRDLLVQQASQCLSK 119.88 1731.893753 1.986842434 HNRL2_HUMAN[507-521] 
GLFDEYGSKKSDYIKLYVR SILFVPTSAPRGLFDEYGSKK 52.41 2311.221222 5.308881678 ENPL_HUMAN[385-405] 
GLGDLLTERKALVVPEPEP RYDLEQGLGDLLTERK 59.34 1904.99556 5.286626495 BRE1A_HUMAN[110-125] 
GLGENVMERKKPALVSIPE KPALVSIPEDVVQAEAGGMHTVCLSK 84 2735.398621 6.767569398 RCC1_HUMAN[59-84] 
GLGIIIYLLKQSANDFFSY QSANDFFSYYDSHRQSVSK 40.63 2265.008667 0.602646701 NU205_HUMAN[1821-1839] 
GLGLTEAIDKNKADLSRMS HLAGLGLTEAIDK 35.97 1336.735046 4.590288867 SERPH_HUMAN[320-332] 
GLHDYHDIIKHPMDLSTVK PVDASALGLHDYHDIIK 74.56 1862.952652 2.973773914 BRD2_HUMAN[375-391] 
GLHLSRAQVKKLLNKVVLR DLEEILYTLGLHLSRAQVK 75.73 2197.210632 5.958463795 CCAR1_HUMAN[944-962] 
GLLDSFCDSKEYVAAQLRQ EYVAAQLRQLPAQPPEHAVDGEGFK 46.13 2749.382355 8.943099513 SAFB2_HUMAN[164-188] 
GLLEAETMQHIFLNNYQLC HLHLFLTPGLLEAETMQH 30.6 2086.066971 1.221916667 ITPR3_HUMAN[1249-1266] 
GLPGDEVDNKVKGAAGRTD RLGLPGDEVDNK 62.5 1311.678268 4.05206073 PRKDC_HUMAN[2704-2715] 
GLPRRSGKLKDLSRFDASF DLSRFDASFFGVHPK 37.64 1721.85257 2.801633592 FAS_HUMAN[56-70] 
GLQAIAELLQVDCEMYGLT LQAIAELLQ 32.66 997.580765 -2.188293997 APC_HUMAN[472-480] 
GLSEEKAVEKFGEENIEVY FGEENIEVYHSYFWPLEWTIPSRDNNK 53.15 3369.573059 6.90651296 TRXR1_HUMAN[544-570] 
GLSERCAQYKKDGADFAKW KGVVPLAGTNGETTTQGLDGLSERCAQYK 83.59 3049.51387 3.122136972 ALDOA_HUMAN[111-139] 
GLSNHLVWSKLRASILNTW LRASILNTWISLK 42.07 1513.89801 5.345142108 PUR6_HUMAN[402-414] 
GLSPDTPEEKIREYFGGFG KIFVGGLSPDTPEEK 91.52 1615.845734 2.308388679 HNRPD_HUMAN[183-197] 
GLSREVSTLKNRLRRGGPI LQRELDDATEANEGLSREVSTLK 56.71 2573.293243 4.484914431 MYH10_HUMAN[1903-1925] 
GLSTALSVEKTSKRGGKII HEQGLSTALSVEK 74.33 1397.715042 3.070726057 SPF45_HUMAN[257-269] 
GLTTYRESALLFDAEKSSA LFDAEKSSASSKLGITM 30.45 1783.902573 1.551093676 ERAP1_HUMAN[333-349] 
GLVVLVFNKKETEIRSQQQ ETEIRSQQQQLVESLHK 67.42 2052.059952 4.620722699 NUP54_HUMAN[199-215] 
GLWVILHLYKQGIPLCALI QGIPLCALINQHLSGLARK 47.66 2088.162582 7.303071194 PDCL3_HUMAN[122-140] 
GMAIGYSSSKLTLHVGDGF KFLPGMAIGYSSSK 54.68 1484.769714 2.490621923 SPEE_HUMAN[135-148] 
GMGSLDAMDKHLSSQNRYF YRGMGSLDAMDK 32.77 1342.600937 1.351853667 IMDH2_HUMAN[411-422] 
GMLAVVKCLKNTPAFFAER NTPAFFAERLNK 36.5 1406.730621 3.896268353 ANX11_HUMAN[431-442] 
GMLKLIDFGIANQMQPDTT LIVDGMLKLIDFGI 33 1561.878952 -8.976367843 TTK_HUMAN[654-667] 
GMNVAGVSLKTLHPDLGTD HGWVLGEHGDSSVPVWSGMNVAGVSLK 81 2804.370468 5.150888645 LDHA_HUMAN[186-212] 
GMPAFKPGEKVLLSDSNLH SACGNCYLGDAFRCASCPYLGMPAFKPGEK 62.67 3383.465408 5.214771801 CPIN1_HUMAN[272-301] 
GMPHKCYHGKTGRVYNVTQ TGRVYNVTQHAVGIVVNK 76.6 1954.07486 -0.280439614 RL21_HUMAN[61-78] 
GMTIDLFRGKAAVKDVEEE WQQHQGLLPPGMTIDLFRGK 51.42 2321.210297 4.938802837 SMU1_HUMAN[171-190] 
GNEIKLEKPKGKDSKKERD VFGNEIKLEKPK 65.86 1400.802719 2.693455651 NUCL_HUMAN[371-382] 
GNFLPPSWRKLMSDPDSSI PFKPLEQLMGVFPAASGNFLPPSWRK 59.85 2913.536362 7.510117356 XRN2_HUMAN[591-616] 
GNISSDRGKKRTVTAAGAE RTVTAAGAENIQQKTDEK 76.64 1959.002106 -0.441040873 PDS5A_HUMAN[1239-1256] 
GNKTEDTPDKKMEVASEKK LQQESTFLFHGNKTEDTPDK 56.34 2334.112808 3.429568602 NUP50_HUMAN[230-249] 
GNLEAIHIIKKLGGSLADS GSGNLEAIHIIK 58.77 1250.698257 2.441835977 TCPB_HUMAN[192-203] 
GNLKRPKIGKRFQDSEFSS RFQDSEFSSSQGEDEK 104.8 1874.791855 2.07863075 F169A_HUMAN[341-356] 
GNLPFRRICKRFGADVTCG LYLAPLTTCGNLPFRRICK 30.32 2292.22348 0.899999506 DUS3L_HUMAN[307-325] 
GNLRDLYDDKDGLRKEELN DGLRKEELNAISGPNEFAEFYNRLK 33.93 2909.467102 5.498601441 SF3A3_HUMAN[65-89] 
GNNFAPNIIFALAGGMFLY ALAGGMFLYISLADMFPEM 32.33 2107.966843 3.837821276 S39A8_HUMAN[397-415] 
GNNFLYTNGKCVILRNIDN CVILRNIDNPALADIYTEHAHQVVVAK 61.67 3058.602203 7.28110376 WDR1_HUMAN[39-65] 
GNNQWPEGLKFLFDSVSSQ KVCDIAAELARNLIDEDGNNQWPEGLK 53.52 3067.50325 8.359567345 IPO5_HUMAN[108-134] 
GNPGERLRKKKWDLSELPK KWDLSELPKFEK 48.59 1518.808197 2.656688322 DDX17_HUMAN[42-53] 
GPDAFRFENVNGYTNCCFG NGYTNCCFGFHRL 50.09 1644.692581 4.16673613 ASNS_HUMAN[38-50] 
GPEGTDNCHKFVDILGLRT VLDHAMIGPEGTDNCHK 66.16 1892.850922 0.474944957 CTBL1_HUMAN[356-372] 
GPELRVEGWKALHELNPRA AAGPELRVEGWK 40.8 1311.693512 2.005041556 CI064_HUMAN[39-50] 
GPFSEISAFKTCLPGFPGA FRVAGINACGRGPFSEISAFK 36.86 2283.158249 2.524135155 HCFC1_HUMAN[1864-1884] 
GPIVQFVKAKGHSLSDGLE GHSLSDGLEEVQK 60.81 1397.678665 3.068659562 MTX2_HUMAN[96-108] 
GPLGEGGAHKVRAGGPGLE GQHVPGSPFQFTVGPLGEGGAHK 58.61 2303.14476 -0.037774438 FLNA_HUMAN[2218-2240] 
GPLMVTEALKPYSSGGPRV PYSSGGPRVWYVSNIDGTHIAK 75.9 2403.197144 1.072737626 G6PI_HUMAN[173-194] 
GPLRGKGPIDLITVGSLIE LITVGSLIELQDSQNPFQYWIVS 40.34 2649.369019 5.367693174 SMBT2_HUMAN[185-207] 
GPPPQIRILKRPTSNGVVS RPTSNGVVSSPNSTSRPTLPVK 34.62 2280.218613 3.039182279 CA144_HUMAN[65-86] 
GPQVDETQFKKILGYINTG SRVVGNPFDSKTEQGPQVDETQFK 75.8 2692.309296 4.032597598 ALDH2_HUMAN[345-368] 
GPRLSLCEDSPMVTLTVDN QAQEEDQADSAFPLLSLGPRLSLCEDS 31.34 2975.381821 -1.902612955 PREX1_HUMAN[813-839] 
GPSRVLLPVWEAEGLGLRV EAEGLGLRVGA 37.97 1070.572006 6.449823049 HECD3_HUMAN[67-77] 
GPTAAQAKSKQAILAAQRR QAILAAQRRGEDVETSK 55.13 1870.986053 -0.070016556 EDF1_HUMAN[26-42] 
GPTEADELMKRVGFQYEGT RVGFQYEGTYK 36.92 1346.661896 2.039116135 G6PD_HUMAN[498-508] 
GPVIHNAEAKIQQYISHRN ADIIYPGHGPVIHNAEAK 39.5 1900.979523 1.341413713 LACB2_HUMAN[192-209] 
GPVTIVSGKKRRLTIIECG LTEIRGPVTIVSGKK 42.62 1596.956284 2.741465151 BMS1_HUMAN[111-125] 
GPWAKYVDEKDVAKPSEEE DVAKPSEEEQKELDEITAK 37.74 2158.064072 2.673692628 PRP17_HUMAN[204-222] 
GPYIKWFLEKLKPEGLHQL LKPEGLHQLLAGFEDK 72.29 1793.96756 3.84845309 ITPA_HUMAN[95-110] 
GQALTEVYAKANSFTVSSV ANSFTVSSVAAPSWLHRFIIGK 59.62 2387.274994 6.035333188 VIGLN_HUMAN[361-382] 
GQCGNQIGAKFWEVISDEH REIVHIQAGQCGNQIGAK 96.75 1978.016663 0.130939241 TBB2A_HUMAN[2-19] 
GQDDGPSHWHKLYPIAQGD KLYPIAQGDR 30.49 1159.634933 4.043513925 CAH7_HUMAN[20-29] 
GQDKIRPLWRHYFQNTQGL NICFTVWDVGGQDKIRPLWR 44.71 2459.253235 4.25210379 ARF5_HUMAN[60-79] 
GQDMLYQSLKLTNGIWVLA RNVEGQDMLYQSLK 76.04 1679.830078 2.889577978 AP1B1_HUMAN[888-901] 
GQDSVRQARKEAVCKIQAI ELLELDSVETGGQDSVRQARK 63.17 2329.187347 1.749966573 BAG4_HUMAN[419-439] 
GQEDRRVPFKQGMEYYRAL TPLLLMLGQEDRRVPFK 35.11 2012.124084 2.498851855 ACPH_HUMAN[665-681] 
GQFIGPHRIKATNNKGKEK VVYENAYGQFIGPHRIK 98.38 1990.042465 -0.126127962 TRXR1_HUMAN[275-291] 
GQLGPAERAKKVEDMMKKL FAAKGEGQLGPAERAK 81.95 1628.863419 -1.226008256 EF2_HUMAN[236-251] 
GQNGISDLVKVTLTSEEEA VTLTSEEEARLKK 51.49 1502.830383 1.649554087 LDHA_HUMAN[306-318] 
GQPLSLLLKNSPLVSRLTL SPLVSRLTLYDIAHTPGVAADLSHIETK 56.86 3003.602921 3.755156822 MDHM_HUMAN[47-74] 
GQPSLQDELKDNTTVFTRI TGRSYGQPSLQDELK 33.98 1677.832199 2.193902347 GBRA1_HUMAN[22-36] 
GQRERKKKKKRPPGYYSYL RPPGYYSYLK 43.35 1242.639679 2.408582351 UBP10_HUMAN[155-164] 
GQYETVVPLEDSIVTEVTA DSIVTEVTATLQEW 31.14 1590.777725 -7.903052578 DOCK3_HUMAN[83-96] 
GRALAAKIIPYHPKDKTAV YHPKDKTAVLREYEALKGLRHPHLAQLHAAYLSPRH 34.05 4215.27179 -5.128969394 OBSCN_HUMAN[7705-7740] 
GRALGISHAKDKLVYVHTN NLLNSVIGRALGISHAK 45.5 1762.021317 3.532874398 DHX30_HUMAN[55-71] 
GRALQASALKAWGGKKENL KPWALTFSYGRALQASALK 70.36 2107.157806 3.823159318 ALDOA_HUMAN[294-312] 
GRAYFETEKKHFTILDAPG TVEVGRAYFETEKK 38.76 1655.851868 0.98076406 ERF3A_HUMAN[139-152] 
GRDCLINAAKTSMSSKIIG EAVRYINENLIVNTDELGRDCLINAAK 48.29 3102.576736 4.782154081 TCPA_HUMAN[127-153] 
GRDVVALIRKAIQRRGDFD SSGVEGRDVVALIRK 30.83 1584.894745 1.878989131 HXK2_HUMAN[177-191] 
GRENFQNWLKDGTVLCELI DVGRPQPGRENFQNWLK 44.45 2040.028946 0.512247634 TAGL2_HUMAN[41-57] 
GRENQSLQIKHTQALNRKW VLELQRKLDNTTAAVQELGRENQSLQIK 45.14 3193.741837 2.843999441 EEA1_HUMAN[1313-1340] 
GRGGNSIWGKKFEDEYSEY KFEDEYSEYLK 66.4 1449.666336 4.225799998 PPIL3_HUMAN[70-80] 
GRGGSMLGTKRTLPKGQLE GQVQEVGWHDVAGWLGRGGSMLGTK 56.12 2624.291824 4.838638708 K6PL_HUMAN[445-469] 
GRGTKVILHLKEDQTEYLE KEDQTEYLEERRV 32.38 1693.827087 1.342521924 H90B3_HUMAN[165-177] 
GRISDARVVKDMATGKSKG AAFAPFGRISDARVVK 34.67 1703.947113 1.137359244 TIA1_HUMAN[124-139] 
GRISHQSQDKKIHVYGYSM QGCDCECLGGGRISHQSQDK 36.78 2290.947769 -1.033196842 PHP14_HUMAN[67-86] 
GRIVEVLLMKDRETNKSRG YGRIVEVLLMK 52.93 1319.763504 2.059459889 HNRGT_HUMAN[31-41] 
GRKAAWKFIKDNWEELYNR DNWEELYNRYQGGFLISRLIK 46.46 2613.333923 4.071045 PSA_HUMAN[833-853] 
GRLAHEVGWKYQAVTATLE FAYLGRLAHEVGWK 51.68 1645.872879 3.276680762 RL13A_HUMAN[135-148] 
GRLDYLSSLKVKGLVLGPI GRLDYLSSLK 38.75 1150.634598 0.968161397 4F2_HUMAN[145-154] 
GRLMEIYQEKLYRPPPVLD LYRPPPVLDALGRVISESPPDQWEARCGLALALNK 53.22 3901.067215 5.689468747 GCN1L_HUMAN[1209-1243] 
GRLQAELERKAAELETARQ EVEQKIAGQVGRLQAELERK 30.86 2280.254944 -9.191954634 FBX41_HUMAN[225-244] 
GRLVEDMENKIRSTLNEIY IRSTLNEIYFGK 59.59 1439.777237 3.956862113 CAPZB_HUMAN[224-235] 
GRMGITIAIQMICLVNAEL VGRMGITIAIQ 30.29 1173.653976 2.118171157 S22A1_HUMAN[437-447] 
GRMQRERRGKNVVHQLSVT NVVHQLSVTLEDLYNGATRK 72.04 2256.186234 4.609548557 DNJA1_HUMAN[106-125] 
GRNSESESNKVAAETQSPS YLANIEQQHGNSGRNSESESNK 48.71 2461.12175 -0.55543778 NUP50_HUMAN[193-214] 
GRPIIRSTTKVGNIEIKDL CGYAGSNFPEHIFPALVGRPIIRSTTK 54.37 2987.543976 3.817851751 ARP2_HUMAN[20-46] 
GRPQATAVYKVSEYARRFG VSEYARRFGVPVIADGGIQNVGHIAK 53.78 2752.47728 5.776977749 IMDH2_HUMAN[350-375] 
GRPQGTAVYKVAEYARRFG VAEYARRFGVPIIADGGIQTVGHVVK 53.43 2751.518433 1.1771682 IMDH1_HUMAN[350-375] 
GRPVIVAYKKNLVEQHIQD NLVEQHIQDIVVHYTFNK 42.69 2196.132751 4.981483927 RPN1_HUMAN[415-432] 
GRTFMTHATKAIYRWLLSD AIYRWLLSDYVK 36.51 1525.829269 4.512300386 CPSF3_HUMAN[101-112] 
GRTKPPQLLKVQLGDQTDS TSLVEYLAAVTGRTKPPQLLK 49.11 2284.315445 7.19559115 MDN1_HUMAN[336-356] 
GRTTLKREDKSPIAPEELA SPIAPEELALVHNLRK 41.3 1786.010071 2.396962968 RT29_HUMAN[280-295] 
GRWVIYNDQKVCASEKPPK EGRWVIYNDQK 46.76 1406.694244 3.25586034 UBP5_HUMAN[826-836] 
GRYFGGRVVKACFYNLDKF AVVDLNGRYFGGRVVK 35.71 1748.968597 0.86565305 SPF45_HUMAN[368-383] 
GSAVPPPPIKHNMNIGTWD HNMNIGTWDEK 36.4 1343.592819 0.307384793 YTHD3_HUMAN[272-282] 
GSCAENTAKKLNIARNEQD LNIARNEQDAYAINSYTRSK 51.93 2326.166504 2.60428477 THIL_HUMAN[204-223] 
GSDSFLAEHKLLGNIKNVA FLQEHGSDSFLAEHK 81.74 1743.82164 0.83380087 FKBP3_HUMAN[28-42] 
GSDSVESAEKEIGLWFHPE VGRNIIHGSDSVESAEK 59.14 1796.901672 1.202069114 NDKA_HUMAN[112-128] 
GSEEVDSHCKKALSHKELY STESDVKADGDSKGSEEVDSHCK 38.28 2466.045258 -1.742871501 LAS1L_HUMAN[235-257] 
GSEHTVDKKKYAAELHLVH YAAELHLVHWNTK 68.35 1580.809937 1.2177302 CAH2_HUMAN[114-126] 
GSFHSRKGCAFQEKPPMEI FQEKPPMEIREEK 43.13 1675.823914 -0.633718132 GPBL1_HUMAN[132-144] 
GSGLGGLTDKLTQAQIFDY HRPQVAIICGSGLGGLTDK 67.71 1978.04184 2.958986954 PNPH_HUMAN[23-41] 
GSGNRLDGKKKGVEPSPSP KGVEPSPSPIKPGDIK 36.55 1647.919556 1.004903421 UFD1_HUMAN[240-255] 
GSHIQALLDKYNAEKPKNA NFTEVHPDYGSHIQALLDK 43.53 2183.064728 2.736519867 CATA_HUMAN[481-499] 
GSHVVGSPFKVRVGEPGQA FNGSHVVGSPFK 36.34 1274.640793 2.588180151 FLNB_HUMAN[2361-2372] 
GSLSVAAGGKKAEAAASAL KAEAAASALADADADLEERLK 85.58 2157.091263 4.867666093 CHM2A_HUMAN[197-217] 
GSMVGVYNGKTFNQVEIKP TFNQVEIKPEMIGHYLGEFSITYKPVK 65.54 3167.63652 6.813281721 RS15_HUMAN[101-127] 
GSNLIENKRQMLVASIVFI MLVASIVFISFG 31.44 1298.694458 -8.011122197 FA70A_HUMAN[88-99] 
GSNPFQHLEKSAVLQEARI KDEESGSGSNPFQHLEK 34.83 1887.859863 -0.117593474 COPG2_HUMAN[8-24] 
GSNPFQHLEKSAVLQEARV SAVLQEARVFNETPINPRK 59.02 2168.170166 0.910906363 COPG_HUMAN[25-43] 
GSPQQIDHAKQLIEEKIEG LFIIRGSPQQIDHAK 50.6 1721.957672 3.368259333 FUBP2_HUMAN[474-488] 
GSQGERGKDKKGSCNLSRV KGSCNLSRVDSTTCLFPVEEK 39.81 2426.156998 0.429897983 GFPT1_HUMAN[251-271] 
GSQTRLLGEKTTTAAGSSH TTTAAGSSHSRPGVPVEGSPGRNPGV 61.75 2474.226242 -0.480958443 CNNM3_HUMAN[682-707] 
GSSDCEVFSKNHAAPFSKV VREFSITDVVPYPISLRWNSPAEEGSSDCEVFSK 41.64 3899.867615 6.655866958 HSP74_HUMAN[389-422] 
GSSEAAPSSKETPAATEAP KTEAPAAPAAQETKSDGAPASDSKPGSSEAAPSSK 47.53 3325.590927 -1.736533484 BASP_HUMAN[150-184] 
GSSSVAAMKKVVQQLRLEA VVQQLRLEAGLNRVK 46.94 1722.026413 0.696272712 GBG5_HUMAN[13-27] 
GSTRIPKVQKLLQDFFNGR LLQDFFNGRDLNK 51.27 1578.81543 3.928261583 HSP71_HUMAN[349-361] 
GSTSIGKRRFRIQKQLLAD RIQKQLLADVAQALDIGPAGPLMGVVQY 39.78 2979.621552 -3.85955055 VITRN_HUMAN[310-337] 
GSVPGPGLVKDSPLLLQQI DSPLLLQQISAMRLHISQLQHENSILK 77.27 3111.686234 6.533113711 DCTN1_HUMAN[1089-1115] 
GSVQLCGVGKFPSLPILSP HLSLGSVQLCGVGK 83.77 1453.771149 2.732892314 GDE_HUMAN[1039-1052] 
GSWIGPDHDKFSAMKYEQG KLGGSPTSLGTWGSWIGPDHDK 47.37 2295.128418 4.10173127 GLU2B_HUMAN[438-459] 
GSYLAHTQGKKHQTNLARR LCLTLHNNEGSYLAHTQGK 51.93 2155.048019 1.714114937 SF3A2_HUMAN[58-76] 
GTDDQTEICKQILTKGEVQ GQVAKKEDLISAFGTDDQTEICK 77.63 2552.242828 1.431290142 SBDS_HUMAN[63-85] 
GTEEGQQILKQPVSERLDF IIDRIHGTEEGQQILK 71.95 1849.005737 0.252568173 NUMA1_HUMAN[39-54] 
GTGAGLLEIKKIGDEYFTF KIGDEYFTFITDCK 52.24 1735.812729 4.145032399 TCPG_HUMAN[354-367] 
GTGFAGSGVKLQAEKSRPV LTDRDIIVLQRGGTGFAGSGVK 74.89 2259.233551 3.347152842 NOSIP_HUMAN[268-289] 
GTGGKSIYGKKFDDENFIL KFDDENFILK 39.79 1267.644836 3.587755711 PPIE_HUMAN[218-227] 
GTGSDHIREKDGLWAVLAW LSLCGEESFGTGSDHIREK 45.31 2120.979675 1.275825522 PGM1_HUMAN[371-389] 
GTGTNKKVAKRNAAENMLE RNAAENMLEILGFK 67.05 1604.834412 5.726447496 STAU1_HUMAN[342-355] 
GTHTVSVKYKGQHVPGSPF GQHVPGSPFQFTVGPLGEGGAHK 58.61 2303.14476 -0.037774438 FLNA_HUMAN[2218-2240] 
GTIRGDFCIQVGRNIIHGS VGRNIIHGSDSVESAEK 59.14 1796.901672 1.202069114 NDKA_HUMAN[112-128] 
GTIRKEDVRATEKDKVEIY MPLKNSFRGTIRKEDVRA 32.93 2133.147659 5.181544725 EXOS1_HUMAN[93-110] 
GTKIASDGLKGRVFEVSLA GRVFEVSLADLQNDEVAFRK 69.34 2292.186234 2.851862516 RS3A_HUMAN[64-83] 
GTNPQYLVEKIIRTRIYES DAHSIHGTNPQYLVEK 84.41 1807.8853 0.432549565 PR38A_HUMAN[8-23] 
GTNVRAEVQKLQMEAPHII VVMALGDYMGASCHACIGGTNVRAEVQK 78.29 2993.397995 5.477387246 IF4A1_HUMAN[119-146] 
GTPESVQSAKRLLDQIVEK RLLDQIVEK 43.3 1112.655334 2.884990439 FUBP1_HUMAN[162-170] 
GTPWEGGLFKLRMLFKDDY KGTPWEGGLFK 60.57 1218.639709 3.737774148 UBC9_HUMAN[49-59] 
GTQETRNTTKPKQESQFEF IATITTTHTPSQQGTQETRNTTK 30.77 2514.267426 -0.853131205 MAGI1_HUMAN[1108-1130] 
GTRRDIYDQKLTLQPVDNS GASQAGMLAPGTRRDIYDQK 36.45 2150.053833 1.032532286 CNN3_HUMAN[213-232] 
GTSMGCKGPKSLIGVRNEN SLIGVRNENTFLDLTVQQIEHLNK 74.58 2780.482071 6.344223609 UGPA_HUMAN[128-151] 
GTSVATSASKIIPQGADST SHLVHGSSPGVMGTSVATSASK 98.1 2096.032074 -0.091601652 NU214_HUMAN[1038-1059] 
GTTEDTEAKKRKRAERFGI ERFGIVTSSAGTGTTEDTEAKK 34.04 2284.118286 0.992067711 HCC1_HUMAN[179-200] 
GTVIHFNNPKVQASLAANT KLGVNNISGIEEVNMFTNQGTVIHFNNPK 65.37 3213.624069 7.207750347 BTF3_HUMAN[94-122] 
GTVIHFNNPKVQASLSANT KLAVNNIAGIEEVNMIKDDGTVIHFNNPK 37.61 3192.660095 3.901762051 BT3L4_HUMAN[45-73] 
GTVLLSGPRKGREVYRHFG ILTFDQLALDSPKGCGTVLLSGPRK 62.59 2685.452377 5.877966832 RL18_HUMAN[120-144] 
GTYVKPLSNKLTYGTMVFV YAQVKPDGTYVKPLSNK 54.4 1907.015244 0.371260797 ACOX1_HUMAN[256-272] 
GVAPAPEGEKKQKPARKRR SEAQKPSEKAEAGPEGVAPAPEGEK 79.19 2492.203018 -0.195409442 HYOU1_HUMAN[661-685] 
GVATFIGLDKMAVWAKKMT RQNIGVATFIGLDK 81.95 1530.851822 3.88149912 SMC4_HUMAN[660-673] 
GVAYTLLTPKDSNFAGDLV DSNFAGDLVRNLEGANQHVSK 55.65 2270.103958 3.415702604 DDX42_HUMAN[606-626] 
GVDPRPEQWKEIATVVKKR IPEQSVLLLHACAHNPTGVDPRPEQWK 41.37 3091.566162 1.743776364 AATM_HUMAN[201-227] 
GVEHLLRDIKDTTVGTLSQ DTTVGTLSQRITNQVHGLK 61.96 2067.107285 4.599180734 PSD7_HUMAN[181-199] 
GVELGKQLAKKIEPELDGS KIEPELDGSAQVTSHDASTNGLINFIK 96.71 2883.461395 3.171882244 G6PI_HUMAN[524-550] 
GVFNVQMEPKVVTDTDETE RGVFNVQMEPK 45.39 1303.670685 3.456394358 IF2A_HUMAN[266-276] 
GVLGTVVHGKVLQHYQESD VLQHYQESDKGEELGPGNVQK 81.15 2354.150238 2.801860261 MTCH2_HUMAN[91-111] 
GVLSDNFKGKRIVLVDDSI RIVLVDDSIVRGNTISPIIK 32.7 2207.30014 4.142164373 PUR1_HUMAN[384-403] 
GVNLTLDGVKSWLKPRLGQ SWLKPRLGQEATVGK 44.31 1668.931122 2.852124894 ACLY_HUMAN[83-97] 
GVNVNISDLKYCELPPYLG RATGVNVNISDLK 67.21 1385.762665 3.441426242 GDPD1_HUMAN[93-105] 
GVPGPATLAKALLQTHPEA ALLQTHPEAQRAIEAAPQEPEQK 61.49 2554.313904 2.371282555 FWCH2_HUMAN[79-101] 
GVPIFHEGMKYWSCCRRKT TYQGLESLEEVCVYHSGVPIFHEGMK 65.93 3008.404831 5.186137131 CHRD1_HUMAN[165-190] 
GVPIPVFHHKTKDEYLINS TKDEYLINSQTTEHIVK 74.88 2018.032013 1.11395656 SYIM_HUMAN[539-555] 
GVPSATEIIKASSKDAIRL RIGVPSATEIIK 67.08 1282.760864 1.980104064 DDX21_HUMAN[562-573] 
GVRTMQARGFGSDQSENVD GSDQSENVDRGAGSIREAGGAFGK 65.21 2364.105423 3.874192712 ATIF1_HUMAN[26-49] 
GVSVLSLCEKGDAMIMEET MGGDIANRVLRSLVEASSSGVSVLSLCEK 77.91 3033.558685 6.315025351 PA2G4_HUMAN[23-51] 
GVVAVLLTKKSLARRVYAT SLARRVYATILNAGTNTDGFK 48.27 2267.202209 -0.744529973 FAS_HUMAN[237-257] 
GVVFDVTSGKEFYGRGAPY EFYGRGAPYNALTGK 45.55 1642.810333 1.899793261 NENF_HUMAN[80-94] 
GVVLGVFNHVHFGQRHRLL SFLNSFKMKMSVILGVVHMAFGVVLGVFNHV 31.18 3422.806976 -6.432147695 VPP3_HUMAN[528-558] 
GVVLSVEEVEAGLKGLKVD AGLKGLKVDQ 39.61 1027.602585 -0.431100511 4ET_HUMAN[440-449] 
GVVVAPHTLKLPAEPITRW LGVVVAPHTLK 32.56 1132.696838 -1.371946975 RM09_HUMAN[197-207] 
GVYPANLFQQQAAAAANNT QAAAAANNTASQQAASQAQ 30.03 1800.835022 8.424980531 PUM2_HUMAN[361-379] 
GWDQSDKFVKIYITLTGVH IYITLTGVHQVPTENVQVHFTERSFDLLVK 31.21 3482.856216 5.365423905 CYBP_HUMAN[89-118] 
GWTQGRWPKKSAEFLLHML SAEFLLHMLK 39.8 1187.637238 6.629970624 RL17_HUMAN[87-96] 
GWTSRWIESKHKSDFGKFV EQFLDGDGWTSRWIESK 34.68 2052.954117 3.25141217 CALR_HUMAN[25-41] 
GWVPLEIMIKFNRLNRLTT FNRLNRLTTDFNVIVEALSK 77.91 2349.280457 5.697063524 LA_HUMAN[55-74] 
GWVSMANAGKDTNGSQFFI HYGPGWVSMANAGK 75.29 1473.682312 4.247862615 PPIB_HUMAN[124-137] 
GYAPSDLPVKAKRSTYNYS HGYAPSDLPVK 49.45 1182.603317 1.181292137 TF3C5_HUMAN[329-339] 
GYDPVKLFTKLFKDDIRYL LFKDDIRYLLTMDK 65.44 1769.938568 4.34704353 SAE2_HUMAN[258-271] 
GYHMAKLIIKLVTSIGDVV LVTSIGDVVNHDPVVGDRLK 34.67 2132.158997 1.953419049 PYGB_HUMAN[623-642] 
GYKKARAVFKSLQESRPFS SLQESRPFSVDFFRK 35.25 1841.942429 7.276014597 UTP6_HUMAN[499-513] 
GYLSLLQDSGEVREDLRLP LIGIQDGYLSLLQDSG 47.22 1690.877762 4.405995612 IF5A1_HUMAN[91-106] 
GYPEIVKENKLFEHYYQEL LFEHYYQELK 35.19 1368.671371 1.777636364 NSUN2_HUMAN[47-56] 
GYPITLFVEKKRNKQVSDA HSQFIGYPITLFVEK 65.03 1777.940308 5.615486614 HS905_HUMAN[40-54] 
GYPITLYLEKEQDKEISDD HSQFIGYPITLYLEK 91.73 1807.950851 4.957546271 H90B3_HUMAN[184-198] 
GYQMNFETAKSRVTQSNFA SRVTQSNFAVGYK 47.55 1455.747025 0.767303646 VDAC1_HUMAN[162-174] 
GYRVALREKKVVYENAYGQ VVYENAYGQFIGPHRIK 98.38 1990.042465 -0.126127962 TRXR1_HUMAN[275-291] 
GYSLEQRTVKMKQRDKKVV LTEAARELGYSLEQRTVK 46.37 2063.101074 3.469534329 CD027_HUMAN[192-209] 
GYSPTYKQDKHYGYNSYSV HYGYNSYSVSNSEK 78.77 1633.700836 1.380913782 CATB_HUMAN[224-237] 
GYTLEFRSGKVAFRDCEGR VAFRDCEGRYLAPSGPSGTLK 32.9 2280.132095 4.125199597 FSCN1_HUMAN[221-241] 
HAAYAWPFYKPVDASALGL PVDASALGLHDYHDIIK 74.56 1862.952652 2.973773914 BRD2_HUMAN[375-391] 
HADLNPFYQKYSSRTQHAI KYQEYIPVQTGAHADLNPFYQK 65.82 2609.291412 3.763090606 DHX29_HUMAN[807-828] 
HALRWYNHIKSYEKEKASL SYIEGYVPSQADVAVFEAVSSPPPADLCHALRWYNHIK 59.52 4286.089493 4.500139353 EF1B_HUMAN[23-60] 
HAPGRPARGKVQEGSARPP VQEGSARPPSAVACEDCSCRDEK 42.89 2607.111176 -1.923585019 DPH1_HUMAN[415-437] 
HASASSTNLKDILADLIPK DILADLIPKEQARIK 34.64 1722.003922 5.082450677 CISY_HUMAN[35-49] 
HATPNTYKRKNTETALDNK NTETALDNKPCGPQCYQHLEGAK 45.35 2630.185318 3.689473868 EZH2_HUMAN[310-332] 
HATSQQPLRKDKDKKNRSD AAVEALQSQALHATSQQPLRK 71.47 2246.213089 3.291762494 SEPT8_HUMAN[403-423] 
HAVHEDAPDKVAEAVATFL VAEAVATFLIRHRFAEPIGGFQCVFPGC 34.48 3148.573929 7.270910741 PPME1_HUMAN[359-386] 
HAVNKQLADKERVAAALEN ERVAAALENTHLLEVVNQCLSARS 59.65 2679.376205 3.977418319 FA96B_HUMAN[140-163] 
HCFPLDIRLKDGSLFWQSP ALQLLHCFPLDIRLK 56.1 1836.044373 5.130594956 UBA6_HUMAN[715-729] 
HCKRGNGLIKVNGRPLEMI VNGRPLEMIEPRTLQYK 43.63 2043.093491 1.003380418 RS16_HUMAN[34-50] 
HCNMVLENVKEMWTEVPKS AFDRHCNMVLENVK 45.42 1731.818481 0.053700778 SMD2_HUMAN[58-71] 
HCWSLTQYSKCVFMDADTL LHCWSLTQYSK 72.88 1421.676163 3.834206511 GLYG_HUMAN[87-97] 
HDEMFSDIYKIREIADGLC MIIYRDLISHDEMFSDIYK 31.29 2388.149353 5.070872132 TCTP_HUMAN[1-19] 
HDEVVNRLKKAYAQIRVGN AYAQIRVGNPWDPNVLYGPLHTK 50.32 2608.355026 3.951149248 AL7A1_HUMAN[325-347] 
HDLLSDYELKYCFVDKYKG ILIRGLPGDVTNQEVHDLLSDYELK 37.87 2836.497055 4.832016298 RAVR1_HUMAN[61-85] 
HDPVVGDRLKVIFLENYRV LVTSIGDVVNHDPVVGDRLK 34.67 2132.158997 1.953419049 PYGB_HUMAN[623-642] 
HEATGMPAGKQKLQYEGIF QKLQYEGIFIK 33.15 1365.76561 3.656557145 SF3A1_HUMAN[755-765] 
HECFVSPVAKAVIELLEKS LVRGDAHECFVSPVAK 62.16 1783.903946 -1.117773188 C1TM_HUMAN[190-205] 
HEEIDLRNPKGNKKNAGFT GDLNVAHEEIDLRNPK 57.17 1818.922394 2.143027109 APEX1_HUMAN[209-224] 
HEGLLMPVVKSEGGEDYTG VVSQLLRQAMHEGLLMPVVK 46.27 2247.259537 4.0204524 DPOD1_HUMAN[555-574] 
HERLCVSMSKLIGNHPDVL LIGNHPDVLPFALRYFK 49.24 1999.10434 3.53808446 MDN1_HUMAN[101-117] 
HESDVKIVAKSIRDRVALI EMIESGFFHESDVKIVAK 30.62 2081.013931 1.673222821 WNK2_HUMAN[513-530] 
HESERLEALKHALHCTILA TIVHESERLEALK 44.46 1523.830719 -1.651758275 CSN4_HUMAN[215-227] 
HETTFNSIMKSDVDIRKDL GIHETTFNSIMK 30 1376.675827 0.301450779 A26CA_HUMAN[973-984] 
HEVLSEENFKVLKNHELSG YSHEVLSEENFK 32.38 1480.683395 4.40269677 ZCCHV_HUMAN[108-119] 
HFCIDMLNAKLAVQKYEEL LAVQKYEELFPAFSDSRECK 30.28 2416.173264 4.96156471 SNAA_HUMAN[223-242] 
HFDERDGAVKAMEEMNGKD DYAFIHFDERDGAVK 74.72 1781.837296 3.881386934 HNRPQ_HUMAN[372-386] 
HFEDRGAAVKAMDEMNGKE DYAFVHFEDRGAAVK 84.15 1723.831818 3.436530141 HNRPR_HUMAN[375-389] 
HFFEFLTKELALGQDRILI ALGQDRILIRFFPLESWQIGK 39.13 2486.379776 5.303292814 DOPD_HUMAN[90-110] 
HFHCISRWLKTRQVCPLDN TRQVCPLDNREWEFQK 41.72 2105.011246 4.67740969 RBX1_HUMAN[90-105] 
HFLEAIENNKYGWFWVCPG HFLEAIENNK 39.17 1213.6091 4.426466479 ZC3HF_HUMAN[182-191] 
HFLRMQQLAKTQEERAQLL TQEERAQLLQPTLEINPRHALIK 41.36 2697.492538 0.602411305 TRAP1_HUMAN[630-652] 
HFPASPFWSVMFFLMLVNL MFFLMLVNLGLGSMFGTIEGIVTPIV 35.18 2830.472336 8.142457252 S6A15_HUMAN[462-487] 
HFQDDVFNEKGWNYILEKY EHFQDDVFNEK 41.19 1406.61026 2.910543252 NAMPT_HUMAN[89-99] 
HFSQFGTVEKAEIIADKQS KLFVGGLKGDVAEGDLIEHFSQFGTVEK 34.76 3019.565506 4.890107524 ROA0_HUMAN[99-126] 
HGAGNLAGLKGRLDYLSSL GRLDYLSSLK 38.75 1150.634598 0.968161397 4F2_HUMAN[145-154] 
HGDLPDIQIKHSSLITPLQ HSSLITPLQAVAQRDPIIAK 62.71 2157.226959 5.745802475 PRKDC_HUMAN[2787-2806] 
HGETLLASDKCGEAIRSLQ CGEAIRSLQEAEK 69.94 1489.719452 4.26254755 BROX_HUMAN[267-279] 
HGHRRYFVLKLETADAPAR LETADAPARLEYYENARK 34 2109.049011 2.352719152 IRS4_HUMAN[100-117] 
HGHYASPEIKQKLDILDQE QKLDILDQERADLEK 30.21 1812.958099 2.693388227 SPTA2_HUMAN[1418-1432] 
HGLEFYGYIKLINFIRLKN HGLEFYGYIK 35.13 1225.613144 7.7577497 ANM3_HUMAN[82-91] 
HGRGQVLFDLVCEHLNLLE VCEHLNLLEK 49.82 1253.643784 1.643209998 E41L1_HUMAN[126-135] 
HGSLFLQTPKIVADKDYSV LKGEMMDLQHGSLFLQTPK 94.53 2172.107117 5.130962425 LDHB_HUMAN[59-77] 
HGSLFLRTPKIVSGKDYNV GEMMDLQHGSLFLRTPK 46.89 1958.970627 2.269048825 LDHA_HUMAN[60-76] 
HGTVKAENGKLVINGNPIT LVINGNPITIFQERDPSKIK 46.04 2281.279388 6.528792606 G3P_HUMAN[67-86] 
HGVPPLKLCKNLNREAQQY NLNREAQQYSEALASTRILK 65.96 2304.218536 3.835139707 GAPR1_HUMAN[34-53] 
HHCCLKCFDKFCANTCVEC FCANTCVECRKPIGADSK 49.26 2111.955063 0.283623459 FHL1_HUMAN[35-52] 
HHIVALCVLKGGYKFFADL EMGGHHIVALCVLK 45.02 1562.806137 2.256837823 HPRT_HUMAN[56-69] 
HHQQQQQQIKRSARMCGEC SSPQPLVATPSQHHQQQQQQIK 48.06 2494.267685 -1.284144448 CXXC1_HUMAN[142-163] 
HHSMVSMLGKGFGDVGEAK QTAISQPASGNTFSHHSMVSMLGK 73.68 2515.194778 1.504853633 UBP2L_HUMAN[321-344] 
HICSEHFDSKEKEEDKDKK VQQLLHICSEHFDSK 62.3 1839.893768 3.05235014 PSMD2_HUMAN[609-623] 
HIFPEGSEPKVYLLYRPGH VYLLYRPGHYDILYK 43.1 1912.024673 3.808005254 OTUB1_HUMAN[257-271] 
HIITMDLHQKEIQGFFSFP AGLTHIITMDLHQK 49.46 1576.839539 3.040892799 KPRA_HUMAN[125-138] 
HIPDAHLWVKNCRDLLQSS NCRDLLQSSYNK 73.5 1496.704147 2.396599226 RT29_HUMAN[164-175] 
HIQSNELCSKQLTLSCPLC ALADLVHSHIQSNELCSK 37.65 2021 3.454725383 HEMH_HUMAN[380-397] 
HIRVASPPIKYPCFMGINI EVHIRVASPPIK 43.21 1344.78775 0.776330689 PUR1_HUMAN[412-423] 
HISNMSYIGGTNQTGKGLE TNQTGKGLEYIMQSHLTK 32.32 2048.036057 -9.168295615 CO6A3_HUMAN[115-132] 
HITGIDWAPKSDRIVTCGA SDRIVTCGADRNAYVWSQK 34.18 2225.064743 3.99538936 ARC1A_HUMAN[64-82] 
HIYLEGTLLKPNMVTPGHA ALSDHHIYLEGTLLK 63.94 1708.914795 3.76671793 ALDOA_HUMAN[216-230] 
HIYYITGETKDQVANSAFV DQVANSAFVERLRK 43.81 1631.874329 0.682650606 HS90A_HUMAN[500-513] 
HKEKINEDMRLMRQDIDTQ LMRQDIDTQKIQER 30.75 1772.920288 4.857522393 RAD50_HUMAN[1003-1016] 
HKFIRDKYSKRFPELESLV RFPELESLVPNALDYIRTVK 30.41 2359.289948 5.117217581 PRP31_HUMAN[121-140] 
HKPVQNQKQKQLQATSVPH QLQATSVPHPVSRPLNNTQK 48.04 2214.186905 4.551557945 STK6_HUMAN[78-97] 
HKQADMQEEKNRIERVLGA NRIERVLGATLLPDLIQK 46.78 2048.210571 4.927227768 PSA_HUMAN[777-794] 
HLAGKTEQAKADLARLAII ADLARLAIIRK 37.59 1238.782242 3.697986494 HAP28_HUMAN[138-148] 
HLAWINTPRKEGGLGPLNI LGCEVLGVSVDSQFTHLAWINTPRK 87.86 2826.4487 7.041344851 PRDX2_HUMAN[68-92] 
HLAWVNTPKKQGGLGPMNI LNCQVIGASVDSHFCHLAWVNTPKK 84.8 2880.416351 2.034775284 PRDX1_HUMAN[69-93] 
HLENNPALEKLLPHIRGNV LLPHIRGNVGFVFTK 31.57 1696.977707 3.267573862 RLA0_HUMAN[78-92] 
HLENNPALEKLLPHIWGNV AIRGHLENNPALEK 31.21 1560.837189 -2.977248385 RLA0L_HUMAN[64-77] 
HLFTGPVLSKHQDVFNQPT HLFTGPVLSK 34.91 1097.623337 4.158985916 FAAA_HUMAN[48-57] 
HLGRYLAADKDGNVTCERE QIWTLEQPPDEAGSAAVCLRSHLGRYLAADK 32.47 3451.730637 6.746181104 FSCN1_HUMAN[44-74] 
HLHGKTFDYKIPYTTVLRL IPYTTVLRLFLLPHK 46.24 1810.086899 4.173832761 SSRP1_HUMAN[234-248] 
HLKQHYIDLKDRPFFPGLV DRPFFPGLVKY 42.21 1337.713211 3.559806363 NDK8_HUMAN[42-52] 
HLLFANQTEKDILLRPELE DILLRPELEELRNK 38.39 1736.978424 3.119209729 NB5R3_HUMAN[215-228] 
HLLVEHETQKLKELDEEHS LKELDEEHSQELK 43.41 1596.799469 -0.504759687 SLK_HUMAN[1164-1176] 
HLNLDLKEAKSWQEEQSAQ SWQEEQSAQAQRLK 79.79 1687.827759 1.573027808 CACO1_HUMAN[305-318] 
HLNLSGNKLKDISTLEPLK DISTLEPLKKLECLK 37.25 1785.990982 5.71055515 AN32B_HUMAN[102-116] 
HLPDNECIEKVEIAGPGFI VEIAGPGFINVHLRK 30.57 1648.941299 3.433111902 SYRC_HUMAN[154-168] 
HLPSPVTAQKYRCELLYEG AVMRRWLPAGDALLQMITIHLPSPVTAQK 68.8 3212.767822 7.793902762 EF2_HUMAN[338-366] 
HLRDFLVQIKEFAGEDTSD EFAGEDTSDLFLEEREIALRQADEEK 74.28 3039.430847 5.651057999 XPO1_HUMAN[1024-1049] 
HLSNNRFVHKDLAARNCLV DLAARNCLVSAQRQVK 42.19 1827.973724 0.693117184 PTK7_HUMAN[930-945] 
HLTCRDVIGKELQKQGRQE ECDWLNNYHLTCRDVIGK 44.84 2292.041565 2.359904848 XPP1_HUMAN[581-598] 
HLVLVDLRPKGLDGARAER GLDGARAERVLELVSITANK 53.03 2111.16983 7.144853903 GLYM_HUMAN[390-409] 
HMPDANSEFSSGEIQMKSK SGEIQMKSKPKKPFLLGPQ 32.35 2112.176498 -8.250257503 RFIP2_HUMAN[202-220] 
HMVQQDYFPKALAPLLLAF ALAPLLLAFVTKPNSALESCSFARHSLLQTLYKV 32.46 3758.05928 4.207224746 RAGP1_HUMAN[554-587] 
HNISDAFDQKFSKVPTKVK GRESVLIISTDPAHNISDAFDQK 39.33 2512.255768 3.178418417 ARSA1_HUMAN[64-86] 
HNSKGQQLDGRSRGGKWLV RSRGGKWLVSDNFLNITNVAFDDRG 32.62 2836.436874 -1.777582306 MFAP3_HUMAN[96-120] 
HPSMNLLLRKTFDLYANVR TPIAAGHPSMNLLLRK 43.35 1717.96611 0.55356156 IDH3A_HUMAN[101-116] 
HPVNAFKLMKRLNTEWSEL RLNTEWSELENLVLK 111.77 1842.983917 7.388561492 P4HA1_HUMAN[90-104] 
HPVTNRPADKRSFIPSLVE RSFIPSLVEK 39.71 1174.67099 4.471039163 BOP1_HUMAN[244-253] 
HPVVVADLLKDSAVRSSIF SHILPHPVVVADLLK 45.94 1636.966461 3.830255628 NPA1P_HUMAN[2127-2141] 
HQDADIEDFKAKKKELEEI AVEEKIEWLESHQDADIEDFK 112.38 2530.186325 4.844307267 GRP78_HUMAN[597-617] 
HQDILSTIQKFINEDRLPH YRPQTLNDLISHQDILSTIQK 68.57 2482.317963 4.524400245 RFC5_HUMAN[26-46] 
HQLLAGFEDKSAYALCTFA LKPEGLHQLLAGFEDK 72.29 1793.96756 3.84845309 ITPA_HUMAN[95-110] 
HQYWSAPSDKEGYSGVGLL CSENKLPAELQELPGLSHQYWSAPSDK 46.36 3083.465805 8.087003903 APEX1_HUMAN[99-125] 
HRDGVNCLAKHPEKLATVL PFLASLDGHRDGVNCLAK 51.52 1968.983978 3.526184102 SOF1_HUMAN[57-74] 
HRGKVKSFPKDDPSKPVHL DDPSKPVHLTAFLGYK 63.55 1786.925385 3.278816256 RL3_HUMAN[35-50] 
HRHAMNELGGLQAIAELLQ LQAIAELLQ 32.66 997.580765 -2.188293997 APC_HUMAN[472-480] 
HRKCVPPHYKEAELSKGES EAELSKGESVCLDRCVSK 57.77 2065.977219 1.619088521 TIM10_HUMAN[40-57] 
HRPELIDYGKLRKDDPLTN LRKDDPLTNLNTAFDVAEK 90.59 2159.122223 1.556651108 ACTN1_HUMAN[196-214] 
HRPELIEYDKLRKDDPVTN LRKDDPVTNLNNAFEVAEK 69.62 2172.117462 3.963874031 ACTN4_HUMAN[215-233] 
HSIFSSYKEKVLPWFEQLL VSDILHSIFSSYKEK 36.15 1751.909378 9.558713601 IPO5_HUMAN[842-856] 
HSPPTDLVWKAQNTWGCGN AQNTWGCGNSLRTALINSTGEEVAMRK 70.2 2963.434143 6.988176217 LMNA_HUMAN[516-542] 
HSQLQGAHGDAVILGMSSL AVILGMSSLEQLEQNLAAAE 40.43 2086.061569 5.335892366 ARK73_HUMAN[284-303] 
HSRFYDLSSKYYQTIGNHA YYQTIGNHASYYK 78.58 1606.741577 1.124636361 PSD13_HUMAN[162-174] 
HSTGAPGDAKSEVVPLSGM SQEEAAHTSGQPFHSTGAPGDAK 63.06 2309.030869 -0.674741954 SKT_HUMAN[851-873] 
HSVPGGPQAQATMTPPPNL ATMTPPPNLTPPPMNLP 32.1 1803.889923 -8.438984999 MYST4_HUMAN[1876-1892] 
HTATAVPSGKIASPVSRKE RSIGASPNPFSVHTATAVPSGK 45.8 2180.13382 3.381902493 DPOLA_HUMAN[185-206] 
HTGQFVYCGKKAQLNIGNV KAQLNIGNVLPVGTMPEGTIVCCLEEKPGDRGK 60.03 3579.821136 4.208590158 RL8_HUMAN[93-125] 
HTILLVQPTKRPEGRTYAD RPEGRTYADYESVNECMEGVCK 80.37 2649.125748 3.319208236 ERH_HUMAN[13-34] 
HTLFAESGNKVQHITDATL VQHITDATLAIVKGETVPLDVLQIKGEK 31.24 3014.701584 4.947753396 AGK_HUMAN[172-199] 
HTLGEVWVQKTSEMNTDKQ HTLGEVWVQK 42.14 1195.634964 3.795472813 NMD3_HUMAN[340-349] 
HTQEEDISSKMASVVIDDL LNKPQPQPSPLLSTHHTQEEDISSK 38.65 2810.419861 -0.220963426 ERC6L_HUMAN[747-771] 
HTQRLSIITKDLFQVAFNR GVTDHTQRLSIITK 33.32 1567.86821 -0.13330202 DYHC1_HUMAN[3848-3861] 
HTSIMSYLNKLETNYSFTH LETNYSFTHSEPLSTIK 34.05 1965.968353 9.861298108 CCD14_HUMAN[649-665] 
HTTDYVDEIKKISPKGVDI ENGVTHPIDYHTTDYVDEIK 66.91 2345.081177 3.83995236 VAT1_HUMAN[231-250] 
HTVCMDSEGKAYSLGRAEY AYSLGRAEYGRLGLGEGAEEK 54.9 2225.107605 2.340560964 RCC1_HUMAN[315-335] 
HTVGDVLEAKMRHGFSGIP KFEQGFITDPVVLSPSHTVGDVLEAK 52.33 2812.464737 4.19027476 IMDH1_HUMAN[109-134] 
HVASSHKGRKDHNIPGELE DHNIPGELERQLLQANPILESFGNAK 66.01 2902.493668 3.811894621 MYH10_HUMAN[207-232] 
HVAYFVPMSKIADFLKAGC IYWGTATTGKPHVAYFVPMSK 66 2353.192917 1.888922905 SYYC_HUMAN[38-58] 
HVELAERMRKRDPGSAPSL RDPGSAPSLGDRVPYVIISAAK 34.9 2268.22261 4.440922137 DPOD1_HUMAN[910-931] 
HVFTEDNLKKLYVSNLGIG LYVSNLGIGHTRYATTGK 56.52 1950.032303 3.22507478 PUR1_HUMAN[82-99] 
HVIETLIGKKQQISLATQM QQHVIETLIGKK 42.06 1392.808884 1.520668072 TCPE_HUMAN[503-514] 
HVLLHRMSGKGLAAHYFFP GLAAHYFFPRQPCIFGDK 30.23 2123.041107 4.708340299 AP3B1_HUMAN[881-898] 
HVSHGEVLRKVERGSRIVT VERGSRIVTVVPQDTK 35.51 1782.995209 0.988785607 ELP1_HUMAN[691-706] 
HVVLYPLVAKSLRNIAVGK HVVLYPLVAK 43.44 1137.69101 3.974717177 AIP_HUMAN[94-103] 
HVWNGESGIKVAVLDGKHT IHVWNGESGIK 31.8 1238.640762 4.609084551 WDR82_HUMAN[263-273] 
HWLGMITLAKNKPILHTDL NLGHWLGMITLAK 35.16 1452.791122 5.066798584 CNOT1_HUMAN[1194-1206] 
HWPTGFKPGKEFFPLDESG TLSDLKLDYLDLYLIHWPTGFKPGK 70.46 2932.573853 5.435157237 ALDR_HUMAN[96-120] 
HYALPLGRKKGAKLTPEEE GAKLTPEEEEILNKK 70.06 1697.919907 0.999458215 RS8_HUMAN[126-140] 
HYASDEVREKLTVLSEERA SADESGQALLAAGHYASDEVREK 38.75 2403.130203 4.110056121 SPTA2_HUMAN[419-441] 
HYDFGLRALKSVLVSAGNV LCDEQLSSQSHYDFGLRALK 42.78 2366.132477 4.457062359 DYHC1_HUMAN[2075-2094] 
HYEVEILDAKTREKLCFLD HYEVEILDAK 72.46 1215.613525 3.190981278 GPSN2_HUMAN[3-12] 
HYLKPNSFVKFRCMIQDMF ENNAPKWVPSLNEVPLHYLKPNSFVK 42.46 3019.591934 7.076121697 CJ119_HUMAN[42-67] 
HYTGMLEDGKKFDSSRDRN RGQTCVVHYTGMLEDGK 59.01 1965.903702 -0.152601574 FKB1A_HUMAN[19-35] 
IAELKMQLAKKEEELQAAL KEEELQAALARVEEEAAQK 37.4 2141.096344 3.160530361 MYH9_HUMAN[1081-1099] 
IAETEAAYLKILESSQTLL IASRNEFDRTIAETEAAYLK 47.79 2297.165115 3.058552454 SSNA1_HUMAN[65-84] 
IAHRIVAPGKGILAADEST ELSDIAHRIVAPGK 43.99 1504.836151 0.572155314 ALDOA_HUMAN[15-28] 
IALAPMEAAKVRIQTQPGY VRIQTQPGYANTLRDAAPK 52.08 2098.128311 2.502706804 MPCP_HUMAN[188-206] 
IALRQADEEKHKRQMSVPG EFAGEDTSDLFLEEREIALRQADEEK 74.28 3039.430847 5.651057999 XPO1_HUMAN[1024-1049] 
IALYLTHMLKIFGAVEEDS RPNQALLENIALYLTHMLK 94.46 2237.235382 4.223516254 SYCC_HUMAN[538-556] 
IANEYEVRRKLLIKRLDVT IEAINQAIANEYEVRRK 42.79 2016.075165 1.114541779 FA98A_HUMAN[205-221] 
IAQAESLRYKLLGGLAVRR VATRGLCAIAQAESLRYK 43.45 2006.07309 4.37720841 RS3_HUMAN[91-108] 
IAQDYGVLKADEGISFRGL RTIAQDYGVLKA 46.37 1333.735382 1.057181221 PRDX1_HUMAN[110-121] 
IAQECVNFLKRQNIGVATF RQNIGVATFIGLDK 81.95 1530.851822 3.88149912 SMC4_HUMAN[660-673] 
IAREGDLLTKERLCCGLSM YAPLHLVPLIERLGTPQQIAIAREGDLLTK 30.89 3324.892136 6.086212476 CYFP1_HUMAN[1054-1083] 
IARLLQLWEKNGYFDDSII IARLLQLWEK 33.93 1268.760452 5.690593515 CHERP_HUMAN[260-269] 
IASVRSLLLQKKLHKFELA TIASVRSLLLQ 33.79 1199.723755 -9.58637349 RPB4_HUMAN[79-89] 
IATLTRENGKTVIRVLKQK LSAEKVEIATLTRENGK 58.77 1858.015945 1.316996233 PSA4_HUMAN[206-222] 
IAVEEAVRLKEKKLVKEVI HSMNPFCEIAVEEAVRLK 52.92 2129.039749 4.4733782 ETFB_HUMAN[36-53] 
ICAFRQGLTKDAHNALLDI DAHNALLDIQSSGRAK 73.81 1694.869965 2.306371628 EIF3C_HUMAN[628-643] 
ICDLPVHSNKEWSQHINGA GYPHLCSICDLPVHSNK 74.88 1995.929504 2.951006029 MATR3_HUMAN[288-304] 
ICHICLVEHKTCSPASLSQ TCSPASLSQASADLEATLRHK 31.29 2242.101166 3.419114229 TRI25_HUMAN[185-205] 
ICPHMTEDNKDLIQGKDLL KFIQENIFGICPHMTEDNK 68.33 2320.098007 6.097587239 PDIA3_HUMAN[234-252] 
ICRQAGLVKKSKAVLDYHD IPIFSAAGLPHNEIAAQICRQAGLVKK 39 2901.601059 3.988832291 VATB1_HUMAN[183-209] 
ICSHVQNMIKGVTLGFRYK ELATVRTICSHVQNMIK 50.28 1999.034286 3.354619802 RL9_HUMAN[66-82] 
IDAWMLDILKIVSSSDVGH IVSSSDVGHDEYSTQSLVKK 62 2178.080444 2.391555378 SPTB2_HUMAN[766-785] 
IDEDVIQVSKKFLPGMAIG KFLPGMAIGYSSSK 54.68 1484.769714 2.490621923 SPEE_HUMAN[135-148] 
IDEEQGPQVYKCDPAGYYC KCDPAGYYCGFK 49.44 1464.616608 1.129305779 PSA6_HUMAN[153-164] 
IDENQDRYIKKLAKWVAIQ YIDENQDRYIK 56.34 1455.699371 3.567357453 CNDP2_HUMAN[10-20] 
IDFTGHALALYRTDDYLDQ YRTDDYLDQPCYETINRIK 48.26 2462.153595 0.98572242 GDIB_HUMAN[192-210] 
IDHLCRIIEKKHVSLNKAK SLGTIQQCCDAIDHLCRIIEK 36.18 2529.213791 4.57533485 PRKDC_HUMAN[1120-1140] 
IDISNVKIPKHLTDAYFKK HLTDAYFK 35.6 993.491974 1.540022507 RL6_HUMAN[211-218] 
IDLVLDRIRKLADQCTGLQ EIIDLVLDRIRK 50.4 1481.892929 0.312438227 TBA1A_HUMAN[113-124] 
IDNPLHEAAKRGNLSWLRE GRTGLIPSNYVAEQAESIDNPLHEAAK 67.95 2879.441299 3.153736804 OSTF1_HUMAN[56-82] 
IDNYEEDYQKMRDMGEMVT LLTQHENIKNEIDNYEEDYQK 70.5 2635.240128 2.084440026 SPTB2_HUMAN[1100-1120] 
IDRQLTAYMKRVEDVLGKG QIDRQLTAYMK 41.01 1365.707443 2.182751522 DYHC1_HUMAN[653-663] 
IDVARTSLRTKVHAELADV KVHAELADVLTEAVVDSILAIK 76.01 2333.320587 5.672602416 TCPZ_HUMAN[159-180] 
IEAANLAGLKILRVINEPT ILRVINEPTAAAMAYGLHK 37.89 2067.129868 2.579421875 HSP13_HUMAN[197-215] 
IEADDDRLNKVISELNGKN KILDSVGIEADDDRLNK 94 1899.990143 1.705798323 RLA2_HUMAN[25-41] 
IEAFRASLSKLGDVYVNDA LGDVYVNDAFGTAHRAHSSMVGVNLPQK 92.28 2982.477036 5.189310702 PGK1_HUMAN[157-184] 
IEAQHLLKRKPDIVTPNGL PDIVTPNGLNVKK 50.2 1393.792908 2.47956492 GYS1_HUMAN[274-286] 
IEDFHGLLPKGYPHLCSIC GYPHLCSICDLPVHSNK 74.88 1995.929504 2.951006029 MATR3_HUMAN[288-304] 
IEDKLKGEMMDLQHGSLFL DLQHGSLFLRTPK 41.41 1510.825607 2.863996996 LDHA_HUMAN[64-76] 
IEDQQESLNKWKSKGRRFK KIIEDQQESLNK 37.83 1443.756882 -2.196353167 LA_HUMAN[317-328] 
IEELRELQTKINEAIVAVQ INEAIVAVQAIIADPKTDHRLGK 35.98 2471.385971 3.933420402 CN166_HUMAN[219-241] 
IEETNKLRAKLGLKPLEVN LGLKPLEVNAIKK 48.96 1421.896942 3.362409651 SNUT1_HUMAN[130-142] 
IEFGVDVTTKEIVLADVID EIVLADVIDNDSWRLWPSGDRSQQK 54.82 2926.457321 7.562727753 PUR6_HUMAN[202-226] 
IEGMLSHQLKQHVIDGEKT VAHSFNCTPIEGMLSHQLK 80.27 2168.050674 5.050619956 PA2G4_HUMAN[173-191] 
IEGVDQPIVKTATITEPRG TATITEPRGNEEAQIFRPLK 42.85 2270.201859 0.701699716 U5S1_HUMAN[562-581] 
IEHNLLSASKLYNNITFEE ATTADGSSILDRAVIEHNLLSASK 44.63 2468.287048 3.425047345 CSN4_HUMAN[291-314] 
IEIQKKRKRKRGVDYNAEI RGVDYNAEIPFEK 36.05 1536.757233 4.56740977 CDC5L_HUMAN[206-218] 
IELFADVVPKTAENFRQFC TAENFRQFCTGEFRK 55.64 1889.884262 2.311781778 PPIH_HUMAN[39-53] 
IENMQFIHNGTYICDVKNP DKKDASINIENMQFIHNG 32.42 2088.989822 9.754954182 MPZL1_HUMAN[114-131] 
IENMSRGIYKLYCKNHSGN YIENMSRGIYK 41 1372.680878 2.224843406 PHF6_HUMAN[313-323] 
IENVLRRYIKEYVTCHTCR EYVTCHTCRSPDTILQK 44.23 2106.982666 1.051740973 IF2BL_HUMAN[271-287] 
IEPIPGESPKMFGRHFEAT KGQEVCVKIEPIPGESPK 51.72 1994.050644 -0.317444295 IF2P_HUMAN[1153-1170] 
IEQLTTLAEKLLGPGVNYS RGLSIEQLTTLAEK 34.68 1557.872589 4.508070846 STAT3_HUMAN[518-531] 
IEQTHPEIRKRYDQDLCYT TCFVDCLIEQTHPEIRK 75.27 2145.034698 4.012056312 U5S1_HUMAN[143-159] 
IERMVNDAEKFAEEDKKLK ITITNDQNRLTPEEIERMVNDAEK 38.11 2828.397385 4.004741363 GRP78_HUMAN[524-547] 
IERMVQEAEKYKAEDEKQR EDIERMVQEAEK 37.81 1475.692566 4.735403675 HSP7C_HUMAN[513-524] 

IEVAIEDMQKKTQELAFAT KTQELAFATHQDPADPK 31.11 1895.937729 0.856040773 DOCK7_HUMAN[2003-2019] 
IEVFCERTPKTCENFLALC TCENFLALCASNYYNGCIFHRNIK 52.46 2964.346909 5.340468065 PPIL3_HUMAN[24-47] 
IFAKPEEQRKTLEEDVDDR TLEEDVDDRAPSKK 50.18 1601.789658 0.402674594 NOG2_HUMAN[642-655] 
IFAPNHVVAKSRFWYFVSQ SRFWYFVSQLK 63.37 1459.761215 4.169860069 RL18A_HUMAN[42-52] 
IFAREHGSNKKLAAQSCAL KLAAQSCALSLVRQLYHLGVVEAYSGLTK 96.91 3174.722305 6.462297495 DHX9_HUMAN[236-264] 
IFARGQSVGKLGVLHPDVI ASEGPAFFPGRCAEIFARGQSVGK 66.09 2538.243774 3.564669435 SYFB_HUMAN[537-560] 
IFDDFSHYEKRQEEEESVK HTTSIFDDFSHYEK 41.1 1725.763474 0.86860107 YTHD2_HUMAN[549-562] 
IFDQTRFLLKEQEKVVSDA DQTRFLLK 33.92 1019.57637 4.32728742 CI084_HUMAN[627-634] 
IFEPAKGGEKLQIKKTVSF YNSQTAKDSIFEPAKGGEK 33.49 2069.006516 1.109711343 DSRAD_HUMAN[930-948] 
IFFAGDTIPKSPFVVQVGE SPFVVQVGEACNPNACRASGRGLQPK 59.8 2798.370453 2.482873557 FLNB_HUMAN[440-465] 
IFFTWRLYNERPRERRNEF MVLGLLTIGSIFFTWRLYNE 31.33 2388.255173 -2.395472672 BT1A1_HUMAN[255-274] 
IFLAGPPLVKAATGEEVSA AATGEEVSAEDLGGADLHCRK 63.71 2185.006943 2.727222455 MCCB_HUMAN[249-269] 
IFTVLTAEEKQRLEELQLF QRLEELQLFK 44.31 1302.729553 5.049398 PUS7_HUMAN[177-186] 
IGAEVYHNLKNVIKEKYGK LAMQEFMILPVGAANFREAMRIGAEVYHNLK 38.01 3534.793747 7.554896243 ENOA_HUMAN[163-193] 
IGDEAATHLKQTMSHDSQA KVPEFQFLIGDEAATHLK 81.82 2042.083664 6.243622739 MPI_HUMAN[163-180] 
IGDTSGHFQKMLVVLLQGT DAYERDLEADIIGDTSGHFQK 80.53 2379.09787 5.082598809 ANXA6_HUMAN[136-156] 
IGGEEGMAEKLITQTFSHH LITQTFSHHNQLAQK 61.22 1764.927109 0.891254937 NUDC_HUMAN[54-68] 
IGGTVLNISKSGSCSAIRI NLSREINDCIGGTVLNISK 75.86 2102.078979 3.935627578 RL1D1_HUMAN[189-207] 
IGHTGYLNTVTVSPDGSLC TNHIGHTGYLNTV 35.77 1425.700089 1.775969588 GBLP_HUMAN[186-198] 
IGKFGLALAVAGGVVNSAL AGGVVNSALYNVDAGHRAVIFDRF 47.42 2547.298264 4.804698442 PHB_HUMAN[19-42] 
IGNLNTLVVKKSDVEAIFS KSDVEAIFSK 51.11 1122.592072 1.256021698 HNRCL_HUMAN[30-39] 
IGNSYFKEEKYKDAIHFYN AYARIGNSYFKEEK 41.96 1674.836517 1.025174686 STIP1_HUMAN[302-315] 
IGQPLSLLLKNSPLVSRLT NSPLVSRLTLYDIAHTPGVAADLSHIETK 57.24 3117.645844 4.676284841 MDHM_HUMAN[46-74] 
IGRTLVVHEKADDLGKGGN DGVADVSIEDSVISLSGDHCIIGRTLVVHEK 86.89 3319.671844 6.632884524 SODC_HUMAN[93-123] 
IGTKRFDSEKAGDREVQRT AGDREVQRTMLELLNQLDGFQPNTQVK 96.32 3099.577118 7.618458616 PRS6A_HUMAN[301-327] 
IHAKRASGGKLIFYDLRGE LIFYDLRGEGVK 38.89 1408.771439 4.168880655 SYK_HUMAN[142-153] 
IHEKQNGHIKFLTKGDNNA FLTKGDNNAVDDRGLYK 63.85 1924.964279 0.494554632 SC11A_HUMAN[111-127] 
IHGNVLQYHKDVKHMNSAG LTDIHGNVLQYHK 61.69 1536.804871 0.418400548 BPNT1_HUMAN[262-274] 
IHHSLFGDVKKLITDEFVK KLITDEFVK 33.88 1091.62265 1.907252474 MAGD2_HUMAN[414-422] 
IHIAEPNYGKLTSMHFYGW LTSMHFYGWK 34.06 1268.601212 4.873083788 RIR1_HUMAN[720-729] 
IHQDDFGESKFITVGWGRK FITVGWGRK 30.62 1062.597458 1.887826839 ELP1_HUMAN[158-166] 
IIADKQSGKKRGFGFVYFQ RGFGFVYFQNHDAADK 56.59 1870.875092 1.004342838 ROA0_HUMAN[139-154] 
IIAGWREATKAAREALLSS AAREALLSSAVDHGSDEVK 72.27 1953.975555 4.312745867 TCPB_HUMAN[136-154] 
IIAVPDSGSKVSHSPALSS VSHSPALSSDVRSTNGTAECK 35.74 2202.033508 -0.715702097 ARID2_HUMAN[1493-1513] 
IICILSHPIKNTNDANSCQ AGQVIRIICILSHPIK 36.45 1817.070923 3.597548074 GDIA_HUMAN[294-309] 
IIDYLLNQLKNASNDIVRH NASNDIVRHGGSLGLGLAAMGTARQDVYDLLK 64.08 3311.704437 4.032968598 PSMD1_HUMAN[467-498] 
IIEQSWGSPKVTKDGVTVA GRTVIIEQSWGSPK 68.7 1556.831085 0.030831861 CH60_HUMAN[59-72] 
IIFPDDCEFKRVPQCPSGR RVPQCPSGRVYVLK 39.66 1657.90863 -0.318473522 ADRM1_HUMAN[84-97] 
IIGKGGETIKSISQQSGAR SISQQSGARIELQRNPPPNADPNMK 38.03 2747.377258 3.316981668 FUBP1_HUMAN[401-425] 
IIKTSTTAEKTDEEEKEDR TDEEEKEDRAAQSLLNK 65.81 1974.949371 1.29117234 DD19A_HUMAN[47-63] 
IILDEAHNVKNPRVQTSIA NPRVQTSIAVCK 32.29 1371.729263 0.072900683 TTF2_HUMAN[744-755] 
IINENYDYLKGFLEDLAPP LIIRHLASDAIINENYDYLK 41.88 2373.26918 2.752321589 NUP98_HUMAN[1649-1668] 
IINFPDPAQKSDIVQLRGP SDIVQLRGPKNEVEK 48.58 1710.926422 2.384088496 VIGLN_HUMAN[551-565] 
IINPDWNFEKMGIGGLDKE ENRQSIINPDWNFEK 52.77 1888.906738 6.38146911 NSF_HUMAN[203-217] 
IIPASTGAAKAVGKVIPEL LWRDGRGALQNIIPASTGAAK 67.82 2194.197052 2.775047024 G3P_HUMAN[195-215] 
IIPLLQELTKRLQGHPNSA TVLRMPLHTIIPLLQELTK 51.18 2215.312607 6.385103373 WDR43_HUMAN[493-511] 
IIRGATGCGKTTQVPQFIL KFESEILEAISQNSVVIIRGATGCGK 69.57 2805.469452 9.003840688 DHX9_HUMAN[392-417] 
IISMVVGQLKADEDPIMGF IQHSITAQDHQPTPDSCIISMVVGQLK 72.08 3002.495392 5.64896787 NTF2_HUMAN[64-90] 
IITDRQSGKKRGFGFVTFD RGFGFVTFDDHDPVDK 55.51 1850.85881 4.733478293 ROA2_HUMAN[153-168] 
IITEGFEAAKEKALQFLEE QADLYISEGLHPRIITEGFEAAK 65.98 2557.317612 2.812321773 TCPZ_HUMAN[105-127] 
IIVGAMTKHKTREEWQYVF GVGTLSGMVCPIIVGAMTKHK 33.7 2187.121429 -3.528382054 VGLU1_HUMAN[443-463] 
IIWDSYTTNKVHAIPLRSS VHAIPLRSSWVMTCAYAPSGNYVACGGLDNICSIYNLK 43.41 4257.026779 8.779131995 GBB1_HUMAN[90-127] 
IIYCENRISDYMDLTPVDI YMDLTPVDIVGK 45.79 1349.690094 4.569937964 NPAS3_HUMAN[353-364] 
IKDIKKAYRKLALQLHPDR LALQLHPDRNPDDPQAQEK 50.46 2184.092316 0.048074891 DJB11_HUMAN[48-66] 
IKEFSIYMTKDGRISVAGV DGRISVAGVTSSNVGYLAHAIHQVTK 38.31 2679.409271 3.732165932 AATM_HUMAN[405-430] 
IKFCLDNGAKSVVLMSHLG SVVLMSHLGRPDGVPMPDK 59.02 2034.039062 5.44827295 PGK1_HUMAN[57-75] 
IKFKPLNKTKEYTACELMN EYTACELMNIYKTDNHLK 50.48 2242.039795 5.052095875 SYFB_HUMAN[191-208] 
IKFTEEIPLKILAHNNFVG ILAHNNFVGRLIGK 43.57 1550.90451 4.251712441 IF2B3_HUMAN[281-294] 
IKGTDYQLSKEYTLDVYRL EYTLDVYRLSSVVTQHDSK 45.41 2239.112076 6.357877371 SYYC_HUMAN[128-146] 
IKHAASNPSKKYNILGTNA KYNILGTNAIMDK 55.6 1479.775513 3.44579293 HNRL1_HUMAN[449-461] 
IKKACGNFGIPCELRVTSA PCELRVTSAHK 33.86 1296.660843 4.628041351 PUR6_HUMAN[294-304] 
IKLFADKILKTAENFRALS TAENFRALSTGEK 39.12 1422.710281 -0.505373448 PAL4B_HUMAN[32-44] 
IKLINFIRLKNPTVEYMNS LINFIRLK 33.73 1015.654205 4.87272142 ANM3_HUMAN[92-99] 
IKLLKESGAKEVHIRVASP EVHIRVASPPIK 43.21 1344.78775 0.776330689 PUR1_HUMAN[412-423] 
IKNVAKTANKDHLVTAYNH DHLVTAYNHLFETK 80.33 1686.836563 2.726405214 FKBP3_HUMAN[57-70] 
IKRPPGDIMFLLVQRFGEL NYKNIKRPPGDIMF 30.22 1691.881714 7.439645394 SNUT2_HUMAN[258-271] 
IKSFLKPGEKTYTQRCRLF TYTQRCRLFVGNLPTDITEEDFK 57.62 2802.364685 2.229188811 PSPC1_HUMAN[77-99] 
IKSVQSQGFKLNVWDIGGQ LNVWDIGGQRK 49.58 1284.693863 2.910421002 ARL3_HUMAN[63-73] 
IKTGASVLNKWQMNPYDRG WQMNPYDRGSAFAIGSDGLCCQSREVK 55.8 3131.401154 5.572265942 DDX1_HUMAN[91-117] 
IKYCLDNGAKAVVLMSHLG AVVLMSHLGRPDGVPMPDK 44.97 2034.039062 4.006314408 PGK2_HUMAN[57-75] 
IKYNLDFWRKNVHMNDNVL YNLDFWRK 30.74 1140.571609 4.83354132 FCL_HUMAN[82-89] 
ILAIASEKMKEAVRLVHLP EAVRLVHLPSCTVFSNFPVIK 56.02 2412.298782 5.011816981 UTP18_HUMAN[497-517] 
ILASCSYDRKVIIWREENG VIIWREENGTWEK 55.4 1658.841629 3.764675235 SEC13_HUMAN[83-95] 
ILCDCDEFRKIKPKNSKQA HMNLILCDCDEFRK 62.92 1865.82225 4.074343095 RSMB_HUMAN[37-50] 
ILCTGNLCTKESYDYLKTL IQHILCTGNLCTK 52.53 1556.780319 1.679748882 VPS29_HUMAN[31-43] 
ILDAAGANLKVISTMSVGI RILDAAGANLK 49.6 1140.661469 -1.172126907 GRHPR_HUMAN[66-76] 
ILDDWGETCKGCAEKSDYI KILDDWGETCK 65.28 1363.644196 1.751189942 ARMET_HUMAN[139-149] 
ILDSKPTANKKCDLISIPK KCDLISIPK 32.47 1072.595047 3.316256224 COR1C_HUMAN[419-427] 
ILEGHLGVTKELLAFQTSE RTGETGIEETILEGHLGVTK 72.79 2139.117157 3.588396257 USP9X_HUMAN[1409-1428] 
ILENSVKHSKALNTLSSPG ALNTLSSPGQSSFSHGTRNNSAK 32.26 2360.146881 2.084192319 PHIP_HUMAN[1554-1576] 
ILFHETLYQKADDGRPFPQ ADDGRPFPQVIK 45.51 1341.704102 3.161650914 ALDOA_HUMAN[88-99] 
ILGHAQNLAKQQRNEVSFV QQRNEVSFVIHNLPVLAK 65.6 2091.15889 1.751182092 SPS1_HUMAN[281-298] 
ILGTNAIMDKMRVMGLRRQ KYNILGTNAIMDK 55.6 1479.775513 3.44579293 HNRL1_HUMAN[449-461] 
ILIACRLNQKKGAYDIFLN KGAYDIFLNAK 66.53 1238.665894 2.242735522 LPPRC_HUMAN[1049-1059] 
ILKPSEKKAKYQYGGLNSG YQYGGLNSGRPVTPPRTANPPK 53.46 2369.224014 2.527409804 PP1B_HUMAN[304-325] 
ILLDQGQLNKYESLELCRP YESLELCRPVLQQGRK 52.09 1975.030899 2.38173489 CLH1_HUMAN[430-445] 
ILLVSDGHLQDESLTLQLV ARGSRNILLVSDGHLQ 39.05 1734.948898 9.23658329 PARP4_HUMAN[966-981] 
ILMSKVKPPKYLLDSCAPL YLLDSCAPLLRYLSHSEFK 61.32 2311.167053 5.949375222 GCN1L_HUMAN[241-259] 
ILNNKIPEAQTFFRIDSHS SAILNNKIPEAQ 55.21 1296.70372 1.905601073 SPTCS_HUMAN[694-705] 
ILNVDGLIGVAFVDMLRNC KPNLILNVDGLIGV 30.28 1463.871155 -1.819149172 ACLY_HUMAN[1018-1031] 
ILPPTRPTDKPLRLPLQDV PLRLPLQDVYK 54 1340.781601 1.57445478 EF1A1_HUMAN[245-255] 
ILQIHTKNMKLADDVDLEQ LADDVDLEQVANETHGHVGADLAALCSEAALQAIRK 118.98 3799.879883 3.668273848 TERA_HUMAN[390-425] 
ILQNKIDLVKERQAKEQYE HILILQNKIDLVK 32.17 1545.960617 3.495561233 IF2GL_HUMAN[184-196] 
ILRESGYAGKISQMPVILT EPPTDVTPTFLTTGVLSTLRQADFEAHNILRESGYAGK 49.94 4131.091293 5.414549913 GUAA_HUMAN[570-607] 
ILRNPVTNKKHYRLYVIYK SLTYLSILRNPVTNKK 48.54 1846.067596 3.769092754 RU2A_HUMAN[114-129] 
ILSRVTESVKNIVPGWLQR NIVPGWLQRYFNK 34.11 1633.872879 4.341219009 NU153_HUMAN[49-61] 
ILTELRDKVKSFRAALQEE SFRAALQEEEQASK 94.69 1592.779404 1.292080997 KIF2A_HUMAN[683-696] 
ILVGENLVCKVADFGLARL VADFGLARLIEDNEYTARQGAK 39.91 2436.2397 4.261895905 SRC_HUMAN[405-426] 
ILVGNGLICKIADFGLARL IADFGLARLIEDNEYTARQGAK 47.44 2450.255341 2.587893553 FYN_HUMAN[406-427] 
ILWYFEHQLKHLVAEFVQV HLVAEFVQVLETLSHDTLVTTK 62.44 2479.33226 5.453887814 CEBPZ_HUMAN[341-362] 
ILYSKEDATKGKFAFTTED ITDSAGHILYSKEDATK 90.31 1847.926483 1.585019765 TMEDA_HUMAN[76-92] 
IMEGVKATIKDASLQPRNV DASLQPRNVPNRYTFPCPYCPEK 31.36 2808.311188 4.648701346 RN114_HUMAN[127-149] 
IMEKSETELKDTYARWLPL DTYARWLPLGLGLNHLGK 47.56 2023.100311 7.905193783 PSMD2_HUMAN[552-569] 
IMKVTVKTPKEKEEFAVPE EKEEFAVPENSSVQQFKEEISK 81.03 2581.25473 5.39427583 UBQL1_HUMAN[46-67] 
IMTDRGSGKKRGFAFVTFD RGFAFVTFDDHDSVDK 54.92 1854.853714 4.279043646 RA1L3_HUMAN[146-161] 
INAFGESLQKKLLDIEGLY KLLDIEGLYSK 55.99 1277.723068 4.622284866 NU205_HUMAN[1978-1988] 
INATKADVEKAKQQAHLRS AAQTAERLDQDINATKADVEK 63.14 2286.145126 4.499276919 CIP4_HUMAN[151-171] 
INDFPQTARWKVTSKEALQ RYEEELEINDFPQTARW 64.48 2195.028305 7.502864525 DDX46_HUMAN[931-947] 
INENGNPSYKYFYVSAEQV VHPEIINENGNPSYK 60.41 1709.837265 1.350420913 TXD12_HUMAN[124-138] 
INEWLTLVEKEMRVTLAKL TPVSITEHPKINEWLTLVEK 58.22 2333.263077 4.343273632 DYHC1_HUMAN[1688-1707] 
INFRGSSVIRLRIYVSQYP NTVINFRGSSVIR 32.07 1461.805206 -5.038290991 FBLN5_HUMAN[426-438] 
INGGSHAGNKLAMQEFMIL GVPLYRHIADLAGNSEVILPVPAFNVINGGSHAGNK 72.2 3695.953598 5.141298313 ENOA_HUMAN[127-162] 
INGQNVIGLKDSQIADILS DSSAARNGLLTEHNICEINGQNVIGLK 87.57 2922.461731 4.579016333 SDCB1_HUMAN[224-250] 
INGVSPKVRKVLQLLRLRQ VLQLLRLRQIFNGTFVK 34.72 2044.230942 4.677064515 RL7_HUMAN[108-124] 
INHKQVDVAKKGQEVCVKI KGQEVCVKIEPIPGESPK 51.72 1994.050644 -0.317444295 IF2P_HUMAN[1153-1170] 
INKASNSVLQSRNAPLPSL FINKASNSVLQ 31.65 1219.656067 3.332906801 MKL2_HUMAN[816-826] 
INLEAAELGEISDIHTKLL KLMKINLEAAELGE 30.85 1557.843567 1.646506783 TBK1_HUMAN[484-497] 
INLIKVDDNKKLGEWVGLC KLGEWVGLCK 40.37 1188.632507 2.49446316 RS12_HUMAN[84-93] 
INLLKNIDEKLTEAARELG LTEAARELGYSLEQRTVK 46.37 2063.101074 3.469534329 CD027_HUMAN[192-209] 
INLVLSRELKEPPQGAHFL EPPQGAHFLSRSLDDALK 46.89 1980.00647 4.117158264 DYR_HUMAN[82-99] 
INPDSAQPYKWRGKAHRLL PNAAIRDCDRAIEINPDSAQPYK 44.55 2613.260498 1.436519629 F10A1_HUMAN[164-186] 
INRALAAAKKDNDFIYHDR DNDFIYHDRVPDLK 43.73 1745.837296 2.284290758 PDC6I_HUMAN[314-327] 
INTDLSRILKSPEIQRALR MINTDLSRILK 35.5 1302.732925 3.530270796 RL4_HUMAN[284-294] 
INYCLSYIAKIKLPKKRGT LLCRQNIQSHLGEALIQDLINYCLSYIAK 130.63 3445.784958 6.722125809 PMM2_HUMAN[81-109] 
INYLTRIHYKAQSDGIWGE AELGIPLEEVPPEEINYLTRIHYK 41.18 2822.485382 5.732536332 IDI1_HUMAN[114-137] 
IPDWFLNRQKDVKDGKYSQ IPDWFLNRQK 37.56 1315.70369 4.744229303 RS18_HUMAN[79-88] 
IPEKWTPEVKHFCPNVPII HFCPNVPIILVGNKK 59.42 1734.960327 3.783948196 RHOA_HUMAN[105-119] 
IPIMPASPQKGHAVNLLDV GHAVNLLDVPVPVARK 30.8 1683.978424 4.167511828 DNM1L_HUMAN[620-635] 
IPKIMREKAKERCSEQVQD ERCSEQVQDFTK 71.56 1525.683105 3.019631 COXAM_HUMAN[29-40] 
IPKITIQIPKGTVMVGKPS GTVMVGKPSSHSQYTSSGSVSSSGSK 90.27 2528.18132 -0.445774989 MED1_HUMAN[1070-1095] 
IPKPPVPEIKVVSNLPAIT LDALSNFHFIPKPPVPEIK 45.53 2161.193542 7.981700697 MPP10_HUMAN[507-525] 
IPMQFGIIQKHLKTMDHNR KVEAAHCAACDLFIPMQFGIIQK 33.97 2646.312042 2.364800485 AKP8L_HUMAN[478-500] 
IPNRGIDLLKKDKSRKRSY LVLRIPNRGIDLLK 33.43 1619.024612 4.829450981 MATR3_HUMAN[575-588] 
IPPADIPKNKKLLTDGYAC KLLTDGYACEVRCQNIYLTTGYAGSK 73.66 2980.442261 3.017001912 NKRF_HUMAN[234-259] 
IPRLVQLLVKAHQDAQRHV ATIGLIRNLALCPANHAPLQEAAVIPRLVQLLVK 30.51 3672.138855 8.844164473 PLAK_HUMAN[500-533] 
IPSEGSGFTKLHLVESLLS LHLVESLLSRIPSSK 57.71 1677.977722 3.075130219 ECM29_HUMAN[838-852] 
IPSLTCNPDKTDGPVFHSN TDGPVFHSNTLERK 50.73 1599.800522 1.125765353 AMOT_HUMAN[1052-1065] 
IPTKPRVPGKLQELASPPA LQELASPPAGRPTPAPRK 35.76 1885.053345 3.530404069 MILK1_HUMAN[290-307] 
IPTLNEGTVKRWIADVETK RTIPTLNEGTVK 53.89 1327.745956 3.664857707 HERC5_HUMAN[386-397] 
IPVVAIRTAKGEKFVMQEE TFSHELSDFGLESTAGEIPVVAIRTAK 33.69 2874.476334 4.13501404 PDIA3_HUMAN[306-332] 
IPVVVSHNAQMWQLLVRVI MWQLLVRVIVCRC 30.14 1747.904816 8.688688229 CAD16_HUMAN[752-764] 
IPVWDQEFLKVDQGTLFEL RTDDIPVWDQEFLK 73.73 1760.873352 6.191245945 SKP1_HUMAN[81-94] 
IQAALDSAYKELTDLHKAN NRSIQAALDSAYK 45.88 1435.741898 3.41704871 TMF1_HUMAN[653-665] 
IQEALIFDNKHTNYTMEHI SIVNYKPKIDQLEGDHQLIQEALIFDNK 47.19 3267.713898 -2.021596812 ACTN1_HUMAN[677-704] 
IQELEDLLAKEKDNSRRML ESRACLERIQELEDLLAK 34.51 2172.120804 2.950112161 LMNB1_HUMAN[313-330] 
IQELEETLKLKEEEIERLK KEEEIERLKQ 32.27 1300.698624 -8.866004613 HOME1_HUMAN[263-272] 
IQLDLEMITVNTVINFRGS NTVINFRGSSVIR 32.07 1461.805206 -5.038290991 FBLN5_HUMAN[426-438] 
IQLEHLNIVKFHKYWADIK VRAVFDNLIQLEHLNIVK 44.31 2120.210587 4.667460893 NRBP_HUMAN[114-131] 
IQLLNELSVVEAELLLKSS EAELLLKSSDL 34.73 1216.655045 6.186634438 MED12_HUMAN[906-916] 
IQSLKEDLNKVRTEKETIQ AEIARSNASLTNNQNLIQSLKEDLNK 76.33 2883.504929 5.598741947 TPR_HUMAN[1380-1405] 
IQVPRNLVGKVIGKNGKLI ARSFLEFAEDVIQVPRNLVGK 45.91 2387.296112 5.977054932 FMR1_HUMAN[275-295] 
IQVPRNLVGKVIGKNGKVI ARGFLEFVEDFIQVPRNLVGK 68.14 2433.316864 4.158110335 FXR1_HUMAN[275-295] 
IQWITTQCRKDVGRPQPGR DVGRPQPGRENFQNWLK 44.45 2040.028946 0.512247634 TAGL2_HUMAN[41-57] 
IRDGVVRPLKCTVFHGAQV CTVFHGAQVEDAFRYMAQGK 32.73 2314.062317 2.461040033 FAS_HUMAN[1828-1847] 
IRDTNSIKYKLPVHTEISW LPVHTEISWK 33.61 1208.65535 2.046075418 GEMI5_HUMAN[536-545] 
IREAATSNLKKLVEKFGKE LNSLCMAWLVDHVYAIREAATSNLK 42.48 2874.452011 4.470765193 2AAA_HUMAN[443-467] 
IREAGGAFGKREQAEEERY GSDQSENVDRGAGSIREAGGAFGK 65.21 2364.105423 3.874192712 ATIF1_HUMAN[26-49] 
IRELREKSEKFAFQAEVNR FAFQAEVNRMMK 38.84 1470.711151 4.318319063 ENPL_HUMAN[76-87] 
IRELTAVVQKRFGFPEGSV RFGFPEGSVELYAEK 72.13 1727.851868 4.187859002 RS3_HUMAN[76-90] 
IREMDSREESRDRMVSQLE RDRMVSQLEAQISELV 31.77 1888.967636 -0.690324162 CF097_HUMAN[362-377] 
IREMKIYIDKKYETVIMPV KYETVIMPVFGIATPFHIATIK 72.25 2475.35997 5.685233732 SP16H_HUMAN[534-555] 
IRFLYSELMKYNSQTAKDS YNSQTAKDSIFEPAKGGEK 33.49 2069.006516 1.109711343 DSRAD_HUMAN[930-948] 
IRFSNISAAKAVADAIRTS PAQIRFSNISAAK 50.8 1401.772812 3.474172104 TCPD_HUMAN[30-42] 
IRHSFGKEGKRTDYTPFSC RTDYTPFSCLK 57.25 1386.660187 3.834392917 PRI2_HUMAN[359-369] 
IRIFDLGRKKAKVDEFPLC AKVDEFPLCGHMVSDEYEQLSSEALEAARICANK 67.1 3866.791306 6.53927197 RL10_HUMAN[41-74] 
IRLLRTELQKLGESLQSAE LGESLQSAERACCHSTGAGK 40.59 2117.958221 -0.088764735 KI20A_HUMAN[751-770] 
IRPSVLGPLKRKCEMETEY CIRPSVLGPLK 39.84 1238.716904 3.226725967 F122A_HUMAN[193-203] 
IRQILDEAGKVGELCAGKE GWLRDPSASPGDAGEQAIRQILDEAGK 30.65 2836.410355 5.960703101 VINC_HUMAN[282-308] 
IRQMSGAQIKIANPVEGSS INEIRQMSGAQIK 40.91 1486.792557 2.882042945 PCBP1_HUMAN[302-314] 
IRQRESDITKERIQKILAT LGVQVVITDPEKLDQIRQRESDITK 55.84 2879.571625 4.405516393 TCPA_HUMAN[248-272] 
IRSLFEQYGKVLECDIIKN LFIGNLPREATEQEIRSLFEQYGK 44.18 2837.471146 4.777493515 RBM4B_HUMAN[4-27] 
IRWQPPAEDKINGILLGFR INGILLGFRIR 33.26 1270.787354 -4.550722024 SDK2_HUMAN[1528-1538] 
ISAFDLDVVKLTAQFVARN LTAQFVARNGRQFLTQLMQK 40.02 2349.273941 4.026776033 SF3A1_HUMAN[169-188] 
ISAQVVDYYKEACRALENP EACRALENPDTASLLGRIQK 42.3 2241.153519 4.52177859 PTN23_HUMAN[216-235] 
ISARVDSHSKILYARDVDQ ILYARDVDQRSTTFEK 40.84 1940.995575 2.266362714 CSN1_HUMAN[403-418] 
ISCSTTDDIKDAFITQAQE SHHLQLQVIPVPISCSTTDDIK 74.14 2487.279175 2.953428016 C19L1_HUMAN[412-433] 
ISDQSPLSSKRKALEESES SGIQPLCPERSHISDQSPLSSK 56.54 2422.191055 1.695572276 LAP2A_HUMAN[335-356] 
ISDYAVKIVKANKLDHVVT ANKLDHVVTIIK 45.88 1349.80307 2.351454127 ANM1_HUMAN[122-133] 
ISELSLLNHKLPARVWLPT TQRLISELSLLNHK 34.8 1650.941666 0.669314987 PI4KB_HUMAN[349-362] 
ISFRLQEPKKDLIARVVRI VADEISFRLQEPKK 47.02 1658.899139 2.937490222 RNUXA_HUMAN[230-243] 
ISGADDRLVKIWDYQNKTC GVNCIDYYSGGDKPYLISGADDRLVK 69.87 2874.385803 5.145447067 COPB2_HUMAN[187-212] 
ISGPPLKAGKTRTFYGLHQ TRTFYGLHQDFPSVVLVGLGK 36.51 2333.253235 3.148393792 AMPL_HUMAN[83-103] 
ISGVHTVRFKNELERNITI NELERNITIK 56.82 1228.677505 1.853212084 IF2GL_HUMAN[71-80] 
ISKMRELLARKDSETGENI KDSETGENIRQAASSLQQASLK 40.92 2360.19313 1.814682004 GRP75_HUMAN[625-646] 
ISKMVPTSDKGRFYAFGRV GRFYAFGRVFSGLVSTGLK 55.74 2061.115997 4.732387704 EF2_HUMAN[408-426] 
ISLADMFPEMNDMLREKVT ALAGGMFLYISLADMFPEM 32.33 2107.966843 3.837821276 S39A8_HUMAN[397-415] 
ISLWKFETSKYYVTIIDAP YYVTIIDAPGHRDFIKN 84.48 2021.037048 4.787641082 EF1A1_HUMAN[85-101] 
ISLWKFETTKYYITIIDAP YYITIIDAPGHRDFIK 68.68 1921.009766 2.46537008 EF1A2_HUMAN[85-100] 
ISNASDALDKIRYESLTDP IRYESLTDPSKLDSGK 67.1 1807.931564 0.701353981 H90B2_HUMAN[54-69] 
ISNVWFDRFKITNDCPEHL GGISNVWFDRFK 57.41 1424.720093 4.428940134 LYPL1_HUMAN[71-82] 
ISPFHDIPLKVNSKEENGI NVTGHYISPFHDIPLK 44.86 1836.952271 3.507440069 IPYR2_HUMAN[54-69] 
ISPYFINTSKGQKCEFQDA FDRGYISPYFINTSK 33.04 1806.894073 5.566458018 CH60_HUMAN[219-233] 
ISQLRSELAKGPQEVAVYV KLQSQYASSEATISQLRSELAK 66.43 2437.281204 3.056274339 EEA1_HUMAN[257-278] 
ISSSAGLSGVNGLADYCAS MIANDHGHLVCISSSAGLSGV 32.32 2140.004135 9.450916318 RDHE2_HUMAN[164-184] 
ISSVDPQFLKLTKVDDQIY LTKVDDQIYSEFRK 37.43 1740.904633 -1.236138936 CX026_HUMAN[64-77] 
ISTPETPLTKRSVSTRSPH RAISTPETPLTK 53.59 1312.735046 1.887661952 DPOA2_HUMAN[123-134] 
ISVDPRRRNKSTESLQANV STESLQANVQRLK 82.27 1472.794678 3.791431408 RL13_HUMAN[106-118] 
ISVTGIAQVKIQGQNKEML VYTRHGVPISVTGIAQVK 50.28 1924.089447 -1.431326389 FLOT1_HUMAN[55-72] 
ISWDGLDSGKLYTLVLTDP NRPTSISWDGLDSGK 79.02 1631.790344 3.689199426 PEBP1_HUMAN[48-62] 
ITAMKEYESKSLEELRLED SLEELRLEDYQANRK 34.51 1862.948578 1.532516804 NUP98_HUMAN[199-213] 
ITANGVSLLKDLYKCSEKD RASFITANGVSLLK 61.35 1475.845993 3.922495997 UN45A_HUMAN[470-483] 
ITCEIAWHNKEPVYSLDFQ VITCEIAWHNK 52.8 1369.681244 3.123354444 CAF1B_HUMAN[3-13] 
ITEEFKVPDKMVGFIIGRG MVGFIIGRGGEQISRIQAESGCK 38.31 2492.262787 2.78622304 FUBP3_HUMAN[88-110] 
ITGEENPLNKLRVKIEPGV LRVKIEPGVDPDDTYNETPYEK 49.49 2577.259842 4.737589824 AMPB_HUMAN[395-416] 
ITNDGATILKQMQVLHPAA QMQVLHPAARMLVELSK 30.36 1950.054276 2.66454122 TCPD_HUMAN[80-96] 
ITNDKGRLSKEDIERMVQE EDIERMVQEAEK 37.81 1475.692566 4.735403675 HSP7C_HUMAN[513-524] 
ITNQVHGLKGLNSKLLDIR DTTVGTLSQRITNQVHGLKG 41.23 2124.128754 2.639670495 PSD7_HUMAN[181-200] 
ITNQWEAVAPLPKAVHSAA HVERYDTITNQWEAVAP 37.49 2027.970093 3.440879145 KLH29_HUMAN[479-495] 
ITNVAFDDRGLYTCFVTSP RSRGGKWLVSDNFLNITNVAFDDRG 32.62 2836.436874 -1.777582306 MFAP3_HUMAN[96-120] 
ITPPVVLRLKCGSGPVHIS GGFEITPPVVLRLK 32.95 1524.902802 4.086817856 NPM_HUMAN[90-103] 
ITRPGAKLWKKGEGLPNFD KGEGLPNFDNNNIK 70.79 1558.773941 3.812611851 DJB11_HUMAN[302-315] 
ITSHGFDNTKEGVIEAGAF HSLPSGLGLSETQITSHGFDNTK 101.02 2425.187378 2.12066088 ARFP1_HUMAN[35-57] 
ITSHPGQIVKHGDIKCVLN PISTLDNRTIVITSHPGQIVK 66 2288.285233 4.430828751 DNJA1_HUMAN[276-296] 
ITTMQLEREKALEHKNRMS DMDLWEQQEEERITTMQLEREK 37.1 2836.300705 2.530761279 EIF3A_HUMAN[721-742] 
ITYLDQTTQKSLIATVEKQ RLEEEADRLITYLDQTTQK 56.03 2321.186264 3.773070751 CUL4B_HUMAN[402-420] 
IVADTENLLKAPTIVGKSS TAVIDHHNYDISDLGQHTLIVADTENLLK 106.39 3244.636414 5.066515289 OST48_HUMAN[137-165] 
IVARSLYSEKEVFIRELIS KLLDIVARSLYSEK 74.8 1633.940262 3.898551341 TRAP1_HUMAN[96-109] 
IVDIFHGLFKSTLVCPECA RNDSIIVDIFHGLFK 60.27 1772.957352 6.062751587 UBP15_HUMAN[429-443] 
IVENICGREKSGIQPLCPE SGIQPLCPERSHISDQSPLSSK 56.54 2422.191055 1.695572276 LAP2A_HUMAN[335-356] 
IVEWNVQTCKVKCKWKGDN HIVEWNVQTCK 55.96 1412.687073 0.71565743 WDR43_HUMAN[149-159] 
IVKAAKAPVKARILPQDVI ARILPQDVILK 36.07 1264.786682 3.779293432 DDX27_HUMAN[588-598] 
IVPDIAVGTKRGSDELFST RGSDELFSTCVTNGPFIMSSNSASAANGNDSKK 88.79 3448.562332 4.161444283 PTBP1_HUMAN[14-46] 
IVRVLNLWQKNNVFKSEII IVRVLNLWQK 53.7 1267.776459 2.02164978 RBM16_HUMAN[110-119] 
IVSLPEQEIKTLEEDEEEL DTHEDHDTSTENTDESNHDPQFEPIVSLPEQEIK 47.69 3932.709656 3.838829032 RANG_HUMAN[6-39] 
IVSPDAGGAKRVTSIADRL WIRENISEWRNCTIVSPDAGGAK 64.75 2658.297241 5.266529184 PRPS1_HUMAN[154-176] 
IVTVVPQDTKLVLQMPRGN VERGSRIVTVVPQDTK 35.51 1782.995209 0.988785607 ELP1_HUMAN[691-706] 
IVYELDKNLKPIKPMQFLG PIKPMQFLGDEETVRK 58.65 1886.992401 4.298904434 PGAM1_HUMAN[226-241] 
IWCSTEHGNKRLDAAYRSM YNIWCSTEHGNK 46.79 1507.651398 4.008884287 YTHD2_HUMAN[429-440] 
IWDISQPGSKSPISQLDCL SPISQLDCLNRDNYIRSCK 56.67 2338.115768 2.756493108 TLE3_HUMAN[521-539] 
IWHHTFYNELRVAPEEHPV RVAPEEHPVLLTEAPLNPK 87.78 2109.158203 2.151569282 ACTB_HUMAN[95-113] 
IWLAYIILVGLLHMVLLSI LLHMVLLSIPFFSIP 32.17 1725.989166 1.654703318 ORML2_HUMAN[32-46] 
IWNIKDELKKVCSTNDLKE AQNDLIWNIKDELKK 80.48 1826.988998 3.336637498 PARP1_HUMAN[240-254] 
IYAIRQSISKALVAYYQKY GGGHVAQIYAIRQSISK 69.88 1783.969299 1.660903022 RS16_HUMAN[74-90] 
IYDVAFHSSKAYIASAGAD KLDESIYDVAFHSSK 43.33 1737.857346 2.161282115 STRN3_HUMAN[767-781] 
IYEETRGVLKVFLENVIRD VFLENVIRDAVTYTEHAK 63.49 2104.095291 3.256981768 H4_HUMAN[61-78] 
IYHDRVPDLKDLDPIGKAT DNDFIYHDRVPDLK 43.73 1745.837296 2.284290758 PDC6I_HUMAN[314-327] 
IYIAPSGVQKERIQPEDMF HGDEIYIAPSGVQK 62.54 1512.757248 1.808618008 APIP_HUMAN[52-65] 
IYLIQVIFGAVDLPAKLVG GVSIYLIQVIFGA 32.77 1378.786041 7.833702749 S22A6_HUMAN[364-376] 
IYLWDVEGRKYFDFLSSYS YFDFLSSYSAVNQGHCHPK 75.73 2256.005844 6.648032424 OAT_HUMAN[78-96] 
IYNEDNGIIKAFRNIPGIT AFRNIPGITLLNVSK 85.97 1641.956604 4.853965069 RL4_HUMAN[220-234] 
IYSGVTSAVNVAKGAVQTG VAKGAVQTGLKTTQNIATGTKNTFGSG 30.74 2649.408615 -9.207715209 K1881_HUMAN[630-656] 
IYTAMALRNKSFGSAQEFA SFGSAQEFAWAHDSSEYAIRESNSIVK 53.44 3015.399841 6.928102773 COPB2_HUMAN[387-413] 
IYVIDSADRKRFEETGQEL RFEETGQELAELLEEEK 90.31 2048.990173 6.628143062 ARL3_HUMAN[99-115] 
KAAEEVRHLKTKPSDEEML TKPSDEEMLFIYGHYK 66.38 1956.929123 5.88728527 ACBP_HUMAN[18-33] 
KAASKTLLEKSQFSDKPVQ SQFSDKPVQDRGLVVTDLK 39.73 2131.12735 2.830426816 CHID1_HUMAN[38-56] 
KADAAANQGKKTESASVQG KTESASVQGRNTDVAQSPEAPKQEAPAK 36.39 2923.463501 -2.901011077 RRBP1_HUMAN[599-626] 
KADEVLEILKTASDDRECE KADEVLEILK 84.5 1156.670303 1.546681017 U520_HUMAN[285-294] 
KADKMTRSHKNVADDYIHT NVADDYIHTAACLHSLALEEPTVIKK 45.05 2907.480011 4.238034295 SNX5_HUMAN[239-264] 
KAEGSEIRLAKVDATEESD KVDATEESDLAQQYGVRGYPTIK 70.67 2567.286728 2.08157505 PDIA1_HUMAN[81-103] 
KAEHWNRCHKLIIRHLASD LIIRHLASDAIINENYDYLK 41.88 2373.26918 2.752321589 NUP98_HUMAN[1649-1668] 
KAFDSQCQILLTTRDKSVT LTTRDKSVTDSVMGPKYVVP 30.88 2192.151123 8.994361654 APAF_HUMAN[262-281] 
KAIKDGANIKGYTSWSLLD KGYINEMLKAIKDGANIK 32.76 2005.102966 7.224566641 LCTL_HUMAN[433-450] 
KAIQNKDRAKVEFNIRKPN VEFNIRKPNEGADGQWK 50.35 1986.99115 3.580287713 PAIRB_HUMAN[304-320] 
KAKATRHIFLIRHSQYHVD KLDHYKAKATRHIFL 39.79 1840.047134 9.716055458 PGAM5_HUMAN[88-102] 
KAKKPALVAKSSILLDVKP SSILLDVKPWDDETDMAKLEECVRSIQADGLVWGSSK 34.08 4177.034744 6.573083942 EF1B_HUMAN[140-176] 
KALAMGYKPKAYLRDFMYV AYLRDFMYVSQDPKDQLLLGPTYATPK 54.17 3129.584488 8.465980101 ECHB_HUMAN[335-361] 
KALELTGLKVFGNEIKLEK FGNEIKLEK 30.95 1076.586578 3.914223051 NUCL_HUMAN[372-380] 
KALHDSLHDCSHWFYTRWK LRKALHDSLHDC 33.99 1463.730316 7.457657931 ZRAN1_HUMAN[462-473] 
KALRDAKLDKAQIHDLVLV AQIHDLVLVGGSTRIPK 62.85 1803.036667 2.80360355 HSP71_HUMAN[329-345] 
KALRDAKLDKSQIHDIVLV SQIHDIVLVGGSTRIPK 49.23 1819.031586 3.962548015 HSP7C_HUMAN[329-345] 
KALYEHLTAKNTKLDDLFL NTKLDDLFLK 56.42 1205.665573 4.594142956 LPPRC_HUMAN[1348-1357] 
KAMKTKEPVKKIFVGGLSP KIFVGGLSPDTPEEK 91.52 1615.845734 2.308388679 HNRPD_HUMAN[183-197] 
KARITQRALDYGVQAGMKM YGVQAGMKMIEQMLKEK 38.58 2030.983871 1.428864129 BPIL2_HUMAN[41-57] 
KARKRVLEAKELALQPKDD ELALQPKDDIVDRAK 57.48 1709.931168 1.359703854 SYG_HUMAN[109-123] 
KASLCISTKKEVEKMNKKM ASLCISTKK 42.35 1006.548096 0.335801142 PARP1_HUMAN[426-434] 
KATEKENGDKSEAQKPSEK SEAQKPSEKAEAGPEGVAPAPEGEK 79.19 2492.203018 -0.195409442 HYOU1_HUMAN[661-685] 
KATISALEAKIGQLEEQLE IGQLEEQLEQEAKERAAANK 54.76 2254.155258 1.018119755 MYH10_HUMAN[1823-1842] 
KAVELAANTKGICFIRTSR GICFIRTSRPENAIIYNNNEDFQVGQAK 100.09 3253.593811 5.652826096 TKT_HUMAN[466-493] 
KAVQADGQVKECYQSHRDT ECYQSHRDTIVLLCKPEPELNAAIPSANPAK 52.27 3520.744217 5.045524158 PDC6I_HUMAN[511-541] 
KCIELDERLKAMDQEITVN CIELDERLK 35.5 1174.601578 1.638853579 CSN3_HUMAN[383-391] 
KCLDEFPNLKAFMCRFEAL AFMCRFEALEK 31.3 1400.658051 1.922667705 GSTM3_HUMAN[187-197] 
KDCFTCSNCKQVIGTGSFF QVIGTGSFFPKGEDFYCVTCHETK 68.31 2806.273132 4.682010404 FHL1_HUMAN[134-157] 
KDCVGPEVEKACANPAAGS ACANPAAGSVILLENLRFHVEEEGKGK 55.01 2908.486481 3.561990082 PGK1_HUMAN[107-133] 
KDDVTALHCKVVCLIQNGS ILQINKDDVTALHCK 102.15 1766.934891 0.907220752 SRP72_HUMAN[37-51] 
KDEAGENYSKDQGGRTLCG TEGETEVKKDEAGENYSK 85.74 2012.917419 -1.20124153 STRBP_HUMAN[58-75] 
KDEALQEERKAADNKIKKL DVQLQQKDEALQEERK 54.01 1955.991196 -0.574133464 GOGB1_HUMAN[72-87] 
KDGKKRKRSRKESYSIYVY KESYSIYVYK 48.71 1278.649567 2.82094492 H2B1B_HUMAN[35-44] 
KDGNCRDCIKDCTSALALV DCTSALALVPFSIKPLLRRASAYEALEK 38.63 3118.68483 5.95154721 TOM34_HUMAN[73-100] 
KDKEGKPLLKAVMRRWLPA AVMRRWLPAGDALLQMITIHLPSPVTAQK 68.8 3212.767822 7.793902762 EF2_HUMAN[338-366] 
KDKEVFDVSKLPIPEYALS LPIPEYALSLGLAVAPRVRFLQK 45.89 2550.504959 6.964895299 DDX10_HUMAN[493-515] 
KDLATKINEKPQVIADYES PQVIADYESGRAIPNNQVLGKIERAIGLK 49.71 3148.735626 7.090465079 EDF1_HUMAN[103-131] 
KDLPEHAVLKMKGNFTLPE AEVEGKDLPEHAVLK 57.08 1633.867508 0.522074156 HNRPU_HUMAN[620-634] 
KDRESLRRTKNETDEDGWT NETDEDGWTTVRR 36.52 1577.707016 1.031243433 EIF3A_HUMAN[1370-1382] 
KDRGFELTFKTADDPSLSL DRGFELTFK 33.94 1111.566208 4.879601378 OST48_HUMAN[52-60] 
KDRISWAGDLDKKDASINI DKKDASINIENMQFIHNG 32.42 2088.989822 9.754954182 MPZL1_HUMAN[114-131] 
KDRKEIPLAKDFYVAFQDL DFYVAFQDLPTRHK 34.77 1735.86821 2.979488863 MCM6_HUMAN[109-122] 
KDRQTGKILKVNMWRMLLC VNMWRMLLCEAVAAVMAK 45.05 2092.045364 6.485519021 SYRC_HUMAN[630-647] 
KDSKLEKALKAQNDLIWNI AQNDLIWNIKDELKK 80.48 1826.988998 3.336637498 PARP1_HUMAN[240-254] 
KDSSMADASKHGGGTESLF HGGGTESLFFDK 38.05 1293.598984 3.579161747 SIN3A_HUMAN[458-469] 
KDTESELFRTKFSLQKLKE KFSLQKLKE 31.82 1119.665161 -7.329869934 LCA5_HUMAN[200-208] 
KDWRPAITIKQILLGIQEL DWRPAITIK 41.24 1098.618561 3.932211009 UBC9_HUMAN[102-110] 
KEALETDLYKRFILVLNEK RFILVLNEK 44.32 1130.681152 3.212222998 XRCC4_HUMAN[179-187] 
KEDAVREAQKELEALIQNL DQDLITIIGKEDAVREAQK 55.41 2141.132782 4.184700769 VIGLN_HUMAN[770-788] 
KEDGVRGLAKGWAPTFLGY GIFNGFSVTLKEDGVRGLAK 65.78 2107.142593 4.665085331 MPCP_HUMAN[102-121] 
KEDKYEEEIKLLSDKLKEA YSEKEDKYEEEIK 79.67 1688.778046 1.519441827 TPM4_HUMAN[178-190] 
KEEAKKTEDKSLAKPETDK SLAKPETDKEQDSEMEK 36.71 1963.904404 -0.820813883 NASP_HUMAN[164-180] 
KEEEIERLKQEIDNARELQ KEEEIERLKQ 32.27 1300.698624 -8.866004613 HOME1_HUMAN[263-272] 
KEEPDPLQDKSISLYQRFK SSSATAQGTPEKKEEPDPLQDK 42.03 2342.123734 -2.708225833 CR019_HUMAN[97-118] 
KEFETAGLKKLFSEFVLAL SALDELQKEFETAGLKK 30.95 1906.004715 3.618563976 RWDD3_HUMAN[240-256] 
KEGEIQAGAKLSLNRQFFD LSLNRQFFDERWSK 36.91 1824.927094 4.273595381 DC1I2_HUMAN[265-278] 
KEHELLEQQKRAAVLLEQE RAAVLLEQERQQEIAK 57.81 1881.043152 2.808016389 SF3B2_HUMAN[160-175] 
KEIAEAYLGKTVTNAVVTV TVTNAVVTVPAYFNDSQRQATK 41.16 2409.228851 -1.145179711 HSP7C_HUMAN[138-159] 
KEILDKKVEKVTISNRLVS VTISNRLVSSPCCIVTSTYGWTANMERIMK 61.99 3473.692764 7.311527451 HS90B_HUMAN[578-607] 
KEILKERELKIYWGTATTG IYWGTATTGKPHVAYFVPMSK 66 2353.192917 1.888922905 SYYC_HUMAN[38-58] 
KELEVAEGGKAELERLQAE AELERLQAEAQQLRK 49 1781.974731 1.622918636 CDC37_HUMAN[79-93] 
KELLQHQFLKIAKPLSSLT ELLQHQFLK 33.91 1154.644775 4.208220662 PAK1_HUMAN[514-522] 
KEQKANEQKKESKEEETSI ESKEEETSIDVAGKPNEVTK 54.45 2189.069901 0.781153676 MOT1_HUMAN[460-479] 
KERESDTGKKKVEHEISEG KVEHEISEGNVATAAAAALASAATK 83.14 2409.249908 3.870499266 SMRC1_HUMAN[856-880] 
KESDRKDGKKDQDSRSAPE DQDSRSAPEPKKPEENPASK 36.51 2209.06105 1.295573067 IF4B_HUMAN[567-586] 
KESYSIYVYKVLKQVHPDT KESYSIYVYK 48.71 1278.649567 2.82094492 H2B1B_HUMAN[35-44] 
KETDCVLTQKLIETLKPFG LIETLKPFGVFEEEEELQRRILILGK 30.79 3098.737915 7.099019215 PAPOA_HUMAN[42-67] 
KEVCFTIENKTPQGREYGM TPQGREYGMIYLGK 31.25 1611.807892 2.31417157 SND1_HUMAN[103-116] 
KFAEEDKKLKERIDTRNEL ERIDTRNELESYAYSLK 56.42 2086.033035 0.124159108 GRP78_HUMAN[557-573] 
KFCTSAADMKIRLFTSDLQ IRLFTSDLQDK 40.84 1334.719406 3.967875178 NUP37_HUMAN[104-114] 
KFDDENFILKHTGPGLLSM KFDDENFILK 39.79 1267.644836 3.587755711 PPIE_HUMAN[218-227] 
KFDQLLAEEKSISARYAEE KFDQLLAEEK 50.8 1219.644821 4.141369613 MYH10_HUMAN[1452-1461] 
KFEDENFILKHTGPGILSM HTGPGILSMANAGPNTNGSQFFICTAKTEWLDGK 89.98 3619.718796 4.545933242 PPIA_HUMAN[92-125] 
KFEEMIQQIKETGANLAIC EKFEEMIQQIK 58.1 1421.722412 3.159547857 TCPE_HUMAN[283-293] 
KFFDANYDGKDYDPVAARQ KFFDANYDGK 42.16 1203.55603 2.985320093 MARE1_HUMAN[113-122] 
KFFLSLYGHKLPVICMDIS FFLSLYGHK 44.82 1110.586212 4.017697997 WDR3_HUMAN[583-591] 
KFGVLFRDDKCANLFEALV FGVLFRDDK 31.55 1095.571304 4.962707566 CF115_HUMAN[30-38] 
KFGVLSDNFKGKRIVLVDD KFGVLSDNFK 51.12 1153.613159 4.102761799 PUR1_HUMAN[372-381] 
KFITVGWGRKETQFHGSEG FITVGWGRK 30.62 1062.597458 1.887826839 ELP1_HUMAN[158-166] 
KFKDKRVGTKGLDFSDRIG GLDFSDRIGK 38.98 1106.572021 2.84934007 DCTN2_HUMAN[66-75] 
KFKITTSMQKDTPQEMEQT DTPQEMEQTRSAVDEDRK 37.62 2133.959656 0.925978143 CUL2_HUMAN[660-677] 
KFKKLLVPGKIQHILCTGN IQHILCTGNLCTK 52.53 1556.780319 1.679748882 VPS29_HUMAN[31-43] 
KFLDDLGNAKSHLMSLYSA SHLMSLYSACSSEVPHGPVDQK 60.97 2428.115128 3.97180508 BAG2_HUMAN[133-154] 
KFLRLMGGFKNLSPSFSRP FLRLMGGFK 31.82 1067.595001 4.478289984 TS118_HUMAN[376-384] 
KFRFKPLSDKIQQQRLLDI IQQQRLLDIAKK 41.73 1452.877609 -1.022797785 RFC4_HUMAN[206-217] 
KFRLNLYELKEGRQIKPYT FRLNLYELK 30.63 1194.676056 3.236860721 PSB3_HUMAN[69-77] 
KFVIKPIDKKAPDFVFYAP APDFVFYAPRLRINK 52.54 1805.994049 1.956263368 EZRI_HUMAN[264-278] 
KGARRLGSLVLTSLCSVTG DQFSSSGKGARRLGSLV 30.72 1763.927841 -6.667506304 PKHH3_HUMAN[130-146] 
KGCSSSSSYPAQISYLVSP AQISYLVSPPGVSIASYSRVCR 31.53 2409.247452 -6.770578915 LYPD4_HUMAN[90-111] 
KGDSSAEELKLATQLTGPV LATQLTGPVMPVRNVYKK 41.82 2014.13974 1.758567159 RL13_HUMAN[146-163] 
KGEGAPIQGKKADSVANQG KADSVANQGTKVEGITNQGK 49.06 2044.054886 1.225994477 RRBP1_HUMAN[549-568] 
KGEKVRPSHKRCIVILREI RCIVILREIPETTPIEEVK 52.19 2294.266769 3.366217087 LARP4_HUMAN[198-216] 
KGGKKGAKKKVVDPFSKKD VVDPFSKKDWYDVK 45.15 1724.87738 2.285379845 RS3A_HUMAN[21-34] 
KGGVVGIKVDKGVVPLAGT KGVVPLAGTNGETTTQGLDGLSERCAQYK 83.59 3049.51387 3.122136972 ALDOA_HUMAN[111-139] 
KGIVVGIKVDKGVVPLAGT KGVVPLAGTDGETTTQGLDGLSERCAQYK 59.34 3050.497894 2.877235227 ALDOC_HUMAN[111-139] 
KGLVKGACQKTLSDLKLDY TLSDLKLDYLDLYLIHWPTGFKPGK 70.46 2932.573853 5.435157237 ALDR_HUMAN[96-120] 
KGNRGERGKKGSRGPKGDK GSRGPKGDKGDQGAPGL 30.43 1595.80159 -1.451934886 CODA1_HUMAN[682-698] 
KGTSKEDAMKAYINKVEEL AYINKVEELK 55.04 1205.665543 3.31020491 ACBP_HUMAN[73-82] 
KGVGRRYAHVVLRKADIDL TAIKGVGRRYAHV 30.3 1426.815704 -5.110681064 RS18_HUMAN[31-43] 
KGVVNKDEFKQLLLTQADK KGVVNKDEFK 31.92 1162.634613 4.205104463 MLRA_HUMAN[119-128] 
KHDVVFLITKYGYIHLYDL HDVVFLITK 50.52 1070.612442 3.952877656 CLH1_HUMAN[270-278] 
KHEANNPQLKEGLQNMEAR EGLQNMEARLAERK 31.56 1643.841278 3.183397369 STIP1_HUMAN[110-123] 
KHFILDECDKMLEQLDMRR HFILDECDK 44.42 1175.528107 2.030576713 UAP56_HUMAN[192-200] 
KHFLPEMLSKVIILSLDRS HFLPEMLSK 31 1100.568832 4.424984479 IF4G2_HUMAN[576-584] 
KHFVGMLPEKDCRYALYDA HFVGMLPEK 31.24 1056.542633 0.52151232 DEST_HUMAN[70-78] 
KHILQFVAIKRKDCGEWAI HILQFVAIK 35.1 1067.649139 3.88985468 NUDT9_HUMAN[195-203] 
KHLEALCLFKAEHWNRCHK HLEALCLFK 30.25 1129.595383 4.586598067 NUP98_HUMAN[1631-1639] 
KHNGPEHWHKDFPIAKGER DFPIAKGERQSPVDIDTHTAK 38.62 2324.176071 1.953810667 CAH2_HUMAN[19-39] 
KIATLISSFLKELLVEIGE KELLVEIGESLNI 41.06 1455.81842 -0.679342964 AGM1_HUMAN[310-322] 
KIDVGDVILKVNGASLKGL KLFPGQPAAESGKIDVGDVILK 41.49 2281.268173 3.839531057 PTN13_HUMAN[1535-1556] 
KIDYGEYMDKNNVRRQATT NNVRRQATTIIADNIIFLSDQTK 70.66 2630.413986 3.773930664 SSB_HUMAN[123-145] 
KIEARERKAKMTDFDRFKV MTDFDRFK 34.5 1058.485519 2.697249938 RL14_HUMAN[104-111] 
KIEEGIEFVKHFRSHLGVI KIEEGIEFVK 44.12 1190.654663 4.183412836 PPWD1_HUMAN[118-127] 
KIEELGSELKEHYKIEAFT LPDIREVLTCKIEELGSELK 40.43 2341.256256 6.563143168 DPOA2_HUMAN[213-232] 
KIELFADVVPKTAENFRQF KTAENFRQFCTGEFR 30.82 1889.884262 0.640250847 PPIH_HUMAN[38-52] 
KIFKKEKEMKKGIAFPTSI KGIAFPTSISVNNCVCHFSPLK 93.77 2475.24028 2.882144436 PA2G4_HUMAN[72-93] 
KIIRKEIPAKIIFEDDRCL IIFEDDRCLAFHDISPQAPTHFLVIPK 45.59 3178.62738 5.131460234 HINT1_HUMAN[31-57] 
KILDDICVAKAVECPPPRT LPETNLFETEETRKILDDICVAK 75.37 2733.389465 4.122720214 SYK_HUMAN[408-430] 
KILENLRLQKRGTGGVDTA RGTGGVDTAATGGVFDISNLDRLGK 72.88 2476.267044 3.771402613 KCRU_HUMAN[353-377] 
KILNIFGVIKGFVEPDHYV GFVEPDHYVVVGAQRDAWGPGAAK 60.54 2525.245178 4.215432265 TFR1_HUMAN[395-418] 
KILNPEEIEKYVAEIEKEK YVAEIEKEKEENEK 86.02 1736.846786 0.977633729 PSA7_HUMAN[228-241] 
KIMEAMEKLKSGMRFNEVA SGMRFNEVAAQYSEDK 72.69 1830.820633 1.546301123 PIN4_HUMAN[60-75] 
KIPSWQIPVKSPSPSSPAA SPSPSSPAAVNHHSSSDISPVSNESTSSSPGK 57.14 3120.423187 2.558947784 PEX14_HUMAN[247-278] 
KIPTCKITLKETFLTSPEE ETFLTSPEELYRVFTTQELVQAFTHAPATLEADRGGK 53.31 4152.080383 5.811062835 AHSA1_HUMAN[213-249] 
KIQEAKDVYKEHFQDDVFN EHFQDDVFNEK 41.19 1406.61026 2.910543252 NAMPT_HUMAN[89-99] 
KIRDLLDVSKTNLAVHEDK IRDLLDVSK 52.49 1057.613144 1.945891096 KIF5C_HUMAN[143-151] 
KIRNLPWVEKYRPQTLNDL YRPQTLNDLISHQDILSTIQK 68.57 2482.317963 4.524400245 RFC5_HUMAN[26-46] 
KITKRVKAKKNAAPFRSEV NAAPFRSEVCFGK 37.51 1481.708527 2.594977305 GNL3_HUMAN[225-237] 
KITLDNAYMEKCDENILWL KCDENILWLDYK 50.98 1595.76535 2.678338642 KPYM_HUMAN[151-162] 
KIYKHAGNIKEAARWMDEA EAARWMDEAQALDTADRFINSK 34.61 2537.196838 4.194786877 NARG1_HUMAN[426-447] 
KKAGLAADKKEFKPLPGRT EFKPLPGRTAASGAAGDK 42.92 1771.921677 4.015978862 CKAP5_HUMAN[513-530] 
KKAQQAVANKALTESTLPK ALTESTLPKPVQKPPK 30.18 1733.008698 1.22561416 STAU2_HUMAN[69-84] 
KKCDLISIPKKTTDTASVQ KCDLISIPK 32.47 1072.595047 3.316256224 COR1C_HUMAN[419-427] 
KKDLKDYFSKFGEVVDCTL FGEVVDCTLKLDPITGRSRGFGFVLFK 34.22 3057.611038 8.665261759 HNRPD_HUMAN[120-146] 
KKDNKFKIPKAYIRFHLIS AYIRFHLISPLIQK 33.87 1697.998062 4.676683783 NRDC_HUMAN[703-716] 
KKELCELKPKFQEHIIQAP FQEHIIQAPKPVEAIK 90.18 1847.030487 4.956604704 CHRD1_HUMAN[92-107] 
KKENSYVNLKRTIPTLNEG RTIPTLNEGTVK 53.89 1327.745956 3.664857707 HERC5_HUMAN[386-397] 
KKEYIDGLESRVAACSAQN RVAACSAQNQELQKKVQE 30.57 2086.058899 3.806699803 CR3L4_HUMAN[248-265] 
KKFKDPNAPKRPPSAFFLF RPPSAFFLFCSEYRPK 51.45 2000.993073 3.347837676 HMGB1_HUMAN[97-112] 
KKFVAMKVVKSAEHYTETA SAEHYTETALDEIRLLK 31.06 1988.021423 2.866166297 SRPK1_HUMAN[284-300] 
KKGDKTNFPKKGDVVHCWY KGDVVHCWYTGTLQDGTVFDTNIQTSAK 108.34 3140.487366 5.039026799 FKBP3_HUMAN[127-154] 
KKICMQRFIKIDGKVRTDI ICMQRFIK 36.1 1094.572876 2.316885477 RS4X_HUMAN[64-71] 
KKIDYFERAKRLEEIPLIK RLEEIPLIK 40.24 1109.680801 1.390489949 EIF3A_HUMAN[703-711] 
KKIGGIFAFKVKDGPGGKE KIGGIFAFK 43.9 979.58548 1.810970085 NLTP_HUMAN[454-462] 
KKIQEKQREKRAACEQLHQ RAACEQLHQQQQQQQEETAAAT 85.55 2553.162598 -0.374045899 PURA_HUMAN[289-310] 
KKISRSSALKVLDHAMIGP VLDHAMIGPEGTDNCHK 66.16 1892.850922 0.474944957 CTBL1_HUMAN[356-372] 
KKITINKDTKVPNACLFTI VPNACLFTINKEDHTLGNIIK 67.52 2396.252197 4.872191673 RPB11_HUMAN[27-47] 
KKKKDPNAPKRPPSGFFLF RPPSGFFLFCSEFRPK 37.35 1970.982529 5.03454488 HMGB3_HUMAN[95-110] 
KKLITDEFVKQKYLDYARV KLITDEFVK 33.88 1091.62265 1.907252474 MAGD2_HUMAN[414-422] 
KKLLQQLFLKAPVNTAELT KLLQQLFLK 62.34 1129.72229 4.084189575 BCCIP_HUMAN[76-84] 
KKLSFEEVIASAILNNKIP SAILNNKIPEAQ 55.21 1296.70372 1.905601073 SPTCS_HUMAN[694-705] 
KKLVKAFKKKFACNGTVIE FACNGTVIEHPEYGEVIQLQGDQRK 62.23 2887.392288 1.206278764 EIF1B_HUMAN[67-91] 
KKLVWVPSDKSGFEPASLK KLVWVPSDK 38.49 1070.612427 1.573865535 MYH9_HUMAN[30-38] 
KKLYDIDVAKVNTLIRPDG KLYDIDVAK 70.99 1063.591339 -0.286764276 RL23A_HUMAN[115-123] 
KKPEENPASKFSSASKYAA DQDSRSAPEPKKPEENPASK 36.51 2209.06105 1.295573067 IF4B_HUMAN[567-586] 
KKPEPPVNLKYNAPTSHVT YNAPTSHVTPSVKK 38.89 1527.804535 -0.729150866 JIP4_HUMAN[578-591] 
KKPKPEKREKRDPGVITYD RDPGVITYDLPTPPGEKK 36.13 1982.047287 2.111453156 SYVC_HUMAN[273-290] 
KKPKTQIVCKHFLEAIENN HFLEAIENNK 39.17 1213.6091 4.426466479 ZC3HF_HUMAN[182-191] 
KKRQLYMVSKELRNVLLNN ELRNVLLNNSEK 76.67 1427.773193 0.664671395 NSUN2_HUMAN[566-577] 
KKSFLEDIRKALYASKIIS SFLEDIRK 35.45 1006.544724 3.507047343 6PGD_HUMAN[318-325] 
KKVVSSKTKKVTKNEEPSE VTKNEEPSEEEIDAPKPK 40.38 2039.005829 -0.430111571 DDX21_HUMAN[114-131] 
KKYVVGLIIKTSSDPTCVE KYVVGLIIK 47.06 1031.674286 1.539245498 XPO1_HUMAN[104-112] 
KLAQQIANCKQCIERSASL QCIERSASLISQAEHSLK 41.02 2056.037094 4.527642048 TRI18_HUMAN[304-321] 
KLDHVVTIIKGKVEEVELP ANKLDHVVTIIK 45.88 1349.80307 2.351454127 ANM1_HUMAN[122-133] 
KLEAQLVDLKSELTETQAE AQSVSQINHKLEAQLVDLK 62.92 2120.158936 5.800508533 GOPC_HUMAN[84-102] 
KLEEENRSLKADLQKLKDE GAAVDGGKLDVGNAEVKLEEENRSLK 56.82 2697.393295 -0.146066946 BAP31_HUMAN[160-185] 
KLEENEVIPKRISPVEESE RISPVEESEDVSNK 69.02 1587.774002 1.347798866 SDC4_HUMAN[115-128] 
KLEEVLTNKKTTFFGGNSI EFTKLEEVLTNKK 61.99 1577.86644 2.466621953 GSTO1_HUMAN[149-161] 
KLEKAKNARVKMPEQEYEF GEKGSTEEGAKLEKAKNARV 39.21 2101.112686 -7.065780003 ANTR1_HUMAN[399-418] 
KLEKERNDAKNAVEEYVYD NAVEEYVYDFRDRLGTVYEK 40.13 2465.186279 5.627566614 HS74L_HUMAN[622-641] 
KLELFTSRFKDRIVSMTLD ELNSKLELFTSRFK 39.18 1710.930435 3.471210681 STAG2_HUMAN[359-372] 
KLFLVQLQEKALFAVPKNY KLFLVQLQEK 30.12 1244.749237 3.829687023 CPSF5_HUMAN[173-182] 
KLGEWVGLCKIDREGNPRK KLGEWVGLCK 40.37 1188.632507 2.49446316 RS12_HUMAN[84-93] 
KLGVTANDVKNVIIWGNHS NVIIWGNHSSTQYPDVNHAK 111.88 2279.108322 2.325470865 MDHC_HUMAN[180-199] 
KLHPESKDDKHGSYEDAVH HGSYEDAVHSGALND 96.1 1570.66481 2.070460852 TCPA_HUMAN[542-556] 
KLIITEETAKIRPFAVAAV IRPFAVAAVLRNIK 41.43 1566.972183 2.844977115 SYFB_HUMAN[117-130] 
KLIKEGDIVKRTGAIVDVP RTGAIVDVPVGEELLGRVVDALGNAIDGK 63.24 2932.59819 5.776788671 ATPA_HUMAN[133-161] 
KLITEDVQGKNCLTNFHGM NCLTNFHGMDLTRDK 63.7 1820.829788 1.085219504 RS3A_HUMAN[95-109] 
KLKKTETQEKNTLPTKETI NTLPTKETIEQEK 56.38 1529.793671 1.995693967 TYB10_HUMAN[27-39] 
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KLLELDSFLKEPILNIHDL KLLELDSFLK 31.69 1204.706696 4.513961795 PSME3_HUMAN[37-46] 
KLLSSLGGFKLAHGLLEEL LAHGLLEELK 30.12 1121.644424 5.625668764 GCN1L_HUMAN[600-609] 
KLNFAVASRKTFSHELSDF TFSHELSDFGLESTAGEIPVVAIRTAKGEK 90.63 3188.635345 4.608868187 PDIA3_HUMAN[306-335] 
KLQELEGAVKSKFKATISA AKLQELEGAVK 57.23 1184.676453 4.768390547 MYH10_HUMAN[1799-1809] 
KLQEQEVFFKMTGESECLN TLEEEFARKLQEQEVFFK 45.76 2270.158264 3.932324958 SLK_HUMAN[1188-1205] 
KLQEVDSLWKEFETPEKAN KLQEVDSLWK 35.98 1244.676468 2.076041499 NOL5_HUMAN[21-30] 
KLQIELGKCKAEHDQLLLN AEHDQLLLNYAKK 69.2 1541.820145 0.167983277 LMNB1_HUMAN[112-124] 
KLQYEGIFIKDSNSLAYYN QKLQYEGIFIK 33.15 1365.76561 3.656557145 SF3A1_HUMAN[755-765] 
KLSEIVREFKSTNRLLLTG LSEIVREFK 43.51 1119.628784 4.33893811 SMCA1_HUMAN[323-331] 
KLSGKKQKGKRGGGDEESG RGGGDEESGEHTQVPADSPDSQEEQK 88.65 2768.175751 -0.577997983 AKA12_HUMAN[537-562] 
KLSKIRVVRKSIARVLTVI SIARVLTVINQTQK 74.47 1569.920227 2.202022715 RL35_HUMAN[53-66] 
KLSTTDRVVKAVPFPPSHR AIDPKLSTTDRVVK 36.92 1541.877701 0.79254016 PP2BA_HUMAN[6-19] 
KLTCTDTFALEFLMISNNG EFLMISNNGLVT 33.91 1336.669678 4.470064743 OR4DB_HUMAN[196-207] 
KLTDYCKKLKEVQMHSFPL EVQMHSFPLQFTLHCALLANKTDLAK 33.75 3011.536102 7.204960945 LPPRC_HUMAN[399-424] 
KLTQEETNFKSLVHDLFQK SLVHDLFQKVEEAK 52.19 1641.872604 2.259615022 SMC4_HUMAN[574-587] 
KLVEKLDVKKDWSDHALWW DWSDHALWWEK 33.01 1471.652054 5.319192114 FERM2_HUMAN[57-67] 
KLVPVGYGIKKLQIQCVVE KLQIQCVVEDDK 96.11 1473.749725 1.2464803 EF1B_HUMAN[186-197] 
KLVQTAELTKVFEIRNTED VFEIRNTEDLTEEWLREK 81 2306.154236 3.23699078 GMFB_HUMAN[120-137] 
KLYPIAQGDRQSPINIISS KLYPIAQGDR 30.49 1159.634933 4.043513925 CAH7_HUMAN[20-29] 
KLYRLPETPKTAGLRPMET LYRLPETPK 31.32 1115.633865 3.50114865 NMT1_HUMAN[326-334] 
KMIEQMLKEKKLPDLSGSE YGVQAGMKMIEQMLKEK 38.58 2030.983871 1.428864129 BPIL2_HUMAN[41-57] 
KMKFVIGNGKNLVDFTFVE NLVDFTFVENVVHGHILAAEQLSRDSTLGGK 54.62 3365.736816 5.227681474 NSDHL_HUMAN[233-263] 
KMKLDYILGLKIEDFLERR KIEDFLERRLQTQVF 34.07 1921.04213 1.947901059 RS9_HUMAN[101-115] 
KMKLPGRENKTAVVVGTIT TAVVVGTITDDVRVQEVPKLK 70.66 2266.289673 2.700449141 RL18_HUMAN[79-99] 
KMKVLEFLAKVNGTTPCAF VNGTTPCAFPTHYEEALKDEEK 45.38 2535.158752 3.017168055 MAGB2_HUMAN[295-316] 
KMSSPLADAKRIPSIVSSP RIPSIVSSPLNSPLDRSGIDITDFQAK 45.66 2925.555969 5.552107077 NU153_HUMAN[327-353] 
KMSVQPTVSLGGFEITPPV GGFEITPPVVLRLK 32.95 1524.902802 4.086817856 NPM_HUMAN[90-103] 
KNADELVKQKIHPTSVISG IHPTSVISGYRLACK 78.07 1700.903198 1.349871058 TCPA_HUMAN[112-126] 
KNADGKLSVKFGVLFRDDK FGVLFRDDK 31.55 1095.571304 4.962707566 CF115_HUMAN[30-38] 
KNCSGKTEQKEAEGAEWLH EAEGAEWLHFASCGEDHTVK 75.05 2271.985489 1.426945733 ELP2_HUMAN[798-817] 
KNEIREWEAKVQQGERDFE VQQGERDFEQISK 54.9 1562.768875 4.38900474 SNX2_HUMAN[457-469] 
KNEKTKIIAKIQQRGQGAP IQQRGQGAPAREPIISSEEQK 46.71 2321.208725 -0.535927677 CU059_HUMAN[220-240] 
KNERVQKHLKALTSELANA ALTSELANARDESKK 67.78 1631.847809 3.255818325 MOES_HUMAN[524-538] 
KNGKGLHSKKEVPIHRVAD EVPIHRVADISGDTQK 77.5 1763.916611 0.891765512 SND1_HUMAN[498-513] 
KNGKITSIVKDSSAARNGL DSSAARNGLLTEHNICEINGQNVIGLK 87.57 2922.461731 4.579016333 SDCB1_HUMAN[224-250] 
KNHLGSYECKLCLTLHNNE LCLTLHNNEGSYLAHTQGK 51.93 2155.048019 1.714114937 SF3A2_HUMAN[58-76] 
KNICQQVNIKSLEDVVRAY SLEDVVRAYLK 57.66 1291.713577 5.964944657 EIF3A_HUMAN[85-95] 
KNKEKLEKLKSQADQFCQR SQADQFCQRLGK 36.9 1436.683044 1.635712212 DOCK7_HUMAN[382-393] 
KNKMQQKSQKKAELLDNEK KAELLDNEKPAAVVAPITTGYTVK 42.28 2527.389725 4.421953563 CYBP_HUMAN[51-74] 
KNKPGPYSSVPPPSAPPPK PPPSAPPPKK 48.69 1014.586197 -3.168779557 NOLC1_HUMAN[293-302] 
KNLEGREFVKNAWADIERF NAWADIERFK 42.98 1248.625092 4.98948807 SNX4_HUMAN[402-411] 
KNMQLTAGSKLREMESNWV LREMESNWVSLVSK 48.37 1676.85556 4.080256024 SPF27_HUMAN[178-191] 
KNPDITKAWKLICDVSRQE LICDVSRQELNK 45.55 1473.760941 2.580472785 SYRC_HUMAN[310-321] 
KNSKGGSGGKTTGTPPDSS TTGTPPDSSLVTYELHSRPEQDK 32.21 2557.22963 1.834015978 DCTN2_HUMAN[195-217] 
KNTNVDEMFYVLFSMAKLP VLFSMAKLPHEMSPALHR 30.31 2095.070663 7.030311798 RHES_HUMAN[185-202] 
KPADAVYGQKEIHRKVMSQ NSSYVHGGLDSNGKPADAVYGQK 94.2 2363.114197 1.306327051 G3BP1_HUMAN[37-59] 
KPAEFTIDTKGAGTGGLGL AHGPGLEGGLVGKPAEFTIDTK 41.29 2193.14299 4.665450473 FLNB_HUMAN[1045-1066] 
KPASVDANTKLTRSLPCQV LTRSLPCQVYVNHGENLK 52.91 2127.089493 -0.253868021 MED25_HUMAN[423-440] 
KPDLKEGSRKSRCVSVQTD SRCVSVQTDPTDEIPTKK 45.7 2060.020828 0.919893612 SON_HUMAN[90-107] 
KPEDWDERAKIDDPTDSKP DPDASKPEDWDERAK 53.36 1757.785629 -0.573448766 CALR_HUMAN[210-224] 
KPEEEVAQKKKISQKKLKK EQIVPKPEEEVAQKK 68.48 1750.946472 2.114285079 RL17_HUMAN[154-168] 
KPFFHSLSEKYSNVIFLEV MIKPFFHSLSEK 35.34 1462.764236 1.590140053 THIO_HUMAN[37-48] 
KPGAHLTVKKIFVGGIKED IFVGGIKEDTEEYNLRDYFEK 78.79 2564.243454 7.160006579 ROA3_HUMAN[128-148] 
KPGDKKKEKKSLTPAVPVE SLTPAVPVESKPDKPSGK 68.93 1835.999268 4.773422382 ICAL_HUMAN[133-150] 
KPGEAVAARKLFAPQQILQ ENCPVPGKPGEAVAARK 59.8 1778.909729 -1.217037585 KITH_HUMAN[204-220] 
KPGHIINPIKAEDVGYRSS VVTKPGHIINPIK 37.63 1414.866013 1.05098291 UT14A_HUMAN[721-733] 
KPGVFDLINKAKWDAWNAL AKWDAWNALGSLPK 67.63 1555.814682 4.383555496 PECI_HUMAN[56-69] 
KPIIGILMQKCRNKVMKNY KPIIGILMQK 42.64 1139.710007 2.075089264 GGH_HUMAN[33-42] 
KPLEMSSEAKATSQSSERK ATSQSSERKNEGSCGPARIEYA 40.19 2397.097855 0.17854924 STAR7_HUMAN[274-295] 
KPLEVNAIKKEAGTKEEPV LGLKPLEVNAIKK 48.96 1421.896942 3.362409651 SNUT1_HUMAN[130-142] 
KPLPPNPEEKKKKDRFYRS DAGTLNHGSKPLPPNPEEK 55.1 1999.996292 -0.974501807 PAK1_HUMAN[30-48] 
KPLTDSQRVKFTKEIKGLK SIEEQQKPLTDSQRVK 56.5 1884.990479 -2.77348881 I2C2_HUMAN[234-249] 
KPMGGSAPAKFQPASAPAE FQPASAPAEDCISSSTEPKPDPKK 45.76 2586.227158 2.108863478 CKAP5_HUMAN[1103-1126] 
KPMGPAHWEKIEAINQAIA IEAINQAIANEYEVRRK 42.79 2016.075165 1.114541779 FA98A_HUMAN[205-221] 
KPMINLYTDKDTGKPKGEA DTGKPKGEATVSFDDPPSAK 70.71 2045.99057 2.865115845 RBP56_HUMAN[278-297] 
KPPKIAFTTKIYHPNINSN IYHPNINSNGSICLDILRSQWSPALTVSK 38.83 3282.6819 4.66447876 UB2D1_HUMAN[73-101] 
KPPMEIREEKKEDKVEKLQ FQEKPPMEIREEK 43.13 1675.823914 -0.633718132 GPBL1_HUMAN[132-144] 
KPSEDEVLNKGFKDTSQYV AAITETQRKPSEDEVLNK 35.86 2028.048706 -0.021202647 EHBP1_HUMAN[1048-1065] 
KPTVTVNFRKLLLNRCQKE VPTTEKPTVTVNFRK 52.1 1715.957031 1.265183196 IF4G1_HUMAN[828-842] 
KPVAVEEKVKEQLEAAKPE EQLEAAKPEPVIEEVDLANLAPRKPDWDLK 43.53 3412.787766 5.22915611 CCD12_HUMAN[88-117] 
KPVPGDLVLKGATATYIEE RIEDYGLKPVPGDLVLK 43.35 1911.082932 4.583788518 PUS7_HUMAN[491-507] 
KPVPVDQTKKEAEPIPETV EAEPIPETVKPEEKETTK 36.95 2054.041885 -0.590542972 MED6_HUMAN[210-227] 
KPWISLPRGKGIRLTIAEE PWISLPRGK 36.28 1052.613083 3.01915305 RS4X_HUMAN[234-242] 
KPYSKPGSDKKEPGGGGGG KEPGGGGGGGGGGGGGGGGVSSEK 70.8 1814.814392 -0.358163349 ZN503_HUMAN[186-209] 
KQAEVLIKGKRQTEGTLHS CMSKQAEVLIKGK 48.17 1490.794876 7.383980303 CP110_HUMAN[2255-2267] 
KQAFEGEYPKLLRLYNDLW LLRLYNDLWK 43.19 1332.755371 1.779771481 COG5_HUMAN[416-425] 
KQAYTQFGGKRPFGVSLLY RPFGVSLLYIGWDK 63.15 1649.89296 6.560425593 PSA4_HUMAN[128-141] 
KQEGDTFYIKTSTTVRTTE IAVAAASKPAVEIKQEGDTFYIK 50.42 2448.326385 3.013078667 RABP2_HUMAN[32-54] 
KQEMNRLFGATNPKNFNET DTVRTVLKQEMNRLFGA 30.94 1977.04657 1.48200859 NARG1_HUMAN[728-744] 
KQFAEMYVAKFAAKGEGQL FAAKGEGQLGPAERAK 81.95 1628.863419 -1.226008256 EF2_HUMAN[236-251] 
KQFFLQFHFKMEKPPAPPS QFFLQFHFK 44.15 1240.639328 5.153794383 SF3A2_HUMAN[205-213] 
KQHVSFRRVFSSSATAQGT SSSATAQGTPEKKEEPDPLQDK 42.03 2342.123734 -2.708225833 CR019_HUMAN[97-118] 
KQIFMEIVGVQSALCGLVL QSALCGLVL 32.57 959.511002 3.587243912 PTHD2_HUMAN[1181-1189] 
KQIGIIKTNKKTGQPMINL KTGQPMINLYTDRETGK 65.21 1950.983292 1.845223388 FUS_HUMAN[316-332] 
KQLADETLLKVDLENRCQS VDLENRCQSLTEDLEFRK 64.6 2251.090271 3.372143755 LMNB1_HUMAN[192-209] 
KQLEALEKEKAAKLEILQQ AAKLEILQQQLQVANEARDSAQTSVTQAQREK 39.46 3551.865524 1.20950525 NUMA1_HUMAN[614-645] 
KQLKAEVIAKNNSFVNEII NNSFVNEIISRIK 51.85 1532.831055 5.954341785 MSH2_HUMAN[919-931] 
KQLPSAGPDKNLVTGDHIP NLVTGDHIPTPQDLPQRK 54.74 2028.075241 5.380964068 ENSA_HUMAN[90-107] 
KQLQQQREEKEQHGLQLQS EQHGLQLQSEINQLHSK 62.16 1988.007523 3.999481847 EEA1_HUMAN[406-422] 
KQNKLEQVEKELLRVAQIL ELLRVAQILKEPK 34.43 1535.939865 3.714989193 ATPO_HUMAN[61-73] 
KQNLIEELRKCVDTYKYLF QNLIEELRK 40.2 1141.645477 1.92441528 MRT4_HUMAN[24-32] 
KQQMAREYREKIETELRDI KIETELRDICNDVLSLLEK 55.25 2287.209305 5.551306552 1433Z_HUMAN[85-103] 
KQQQKMHLEKLEEQLSRSH LEEQLSRSHGQEVNELK 65.93 1995.00209 1.044109182 CCD99_HUMAN[94-110] 
KQRALSDLFKHLAKIGLSY QRALSDLFK 35.47 1076.597824 5.051096964 MDN1_HUMAN[4124-4132] 
KQTSGMEYKKTDAPQPDVK TDAPQPDVKEEEEEKEEEK 33.68 2258.007339 -1.862704309 CALX_HUMAN[517-535] 
KQVEYLVNEKHIYLLPSGR HIYLLPSGRINVSGLTTK 67.05 1968.115631 0.717945622 AATC_HUMAN[379-396] 
KRCGVSELEKEGLRCRSDS EGLRCRSDSEDECSTQEADGQK 59.03 2556.045258 0.259385079 PI4KA_HUMAN[1762-1783] 
KRDALLLSFKDAKLSVVEY RDALLLSFK 44.33 1061.623306 4.557171996 CPSF1_HUMAN[91-99] 
KRFILVLNEKKTKIRSLHN RFILVLNEK 44.32 1130.681152 3.212222998 XRCC4_HUMAN[179-187] 
KRFIPLAELKSYHQAHKAT RFIPLAELK 45.19 1085.659683 2.432622341 THYN1_HUMAN[171-179] 
KRGELQTKLKTEGPSKTDD TEGPSKTDDSTSGARSSSTIRIK 48.73 2380.182999 -1.722136492 ZC11A_HUMAN[382-404] 
KRGPAGSPGSEGRQGGKGA EGRQGGKGAKGDPGAIGAPGK 32.46 1906.997314 -4.573682373 COBA2_HUMAN[1329-1349] 
KRGYGKINKKRIALTDNAL RIALTDNALIARSLGK 47.58 1711.010406 4.562216555 RL7_HUMAN[166-181] 
KRILELDQFKGQQGQKRFQ RILELDQFK 45.42 1160.655334 4.589648489 KU70_HUMAN[115-123] 
KRKNSTQPEKESNLDRLNE ESNLDRLNEQGNFK 45.4 1662.796127 1.680903602 RBBP6_HUMAN[1428-1441] 
KRLDIQEALKRPIKQKRKL RLDIQEALK 53.97 1084.624023 2.340903342 SMRD1_HUMAN[126-134] 
KRLEAFLTQKQKVGELKDD RLEAFLTQK 32.15 1104.62912 2.103873561 MP2K1_HUMAN[49-57] 
KRLEEIPLIKSAYEEQRIK RLEEIPLIK 40.24 1109.680801 1.390489949 EIF3A_HUMAN[703-711] 
KRLELPEHLKIKEDNFFQV IKEDNFFQVSK 36.89 1353.692856 3.69064517 RIFK_HUMAN[145-155] 
KRLLDQIVEKGRPAPGFHH RLLDQIVEK 43.3 1112.655334 2.884990439 FUBP1_HUMAN[162-170] 
KRNRAEAVLKHIAELNPYV HIAELNPYVHVTSSSVPFNETTDLSFLDK 73.45 3259.603729 7.655225013 UBA6_HUMAN[125-153] 
KRQELVNFLKEFCAFSQTL RQELVNFLK 55.11 1145.65567 2.716348447 SMEK1_HUMAN[328-336] 
KRQVSVEEAKNRAEQWNVN NRAEQWNVNYVETSAK 94.95 1907.912552 3.339775711 RALA_HUMAN[144-159] 
KRRRHTLYAKPALQEQLRK KRRRHTLYAK 35.23 1327.794876 6.172640178 TRHY_HUMAN[900-909] 
KRSDHVKFCKYAAELIERV YAAELIERVSGKPLLIGTDVSLARLQK 31.6 2939.68074 4.773307458 VPRBP_HUMAN[808-834] 
KRSKIKSFVKVYNYNHLMP VYNYNHLMPTRYSVDIPLDK 53.69 2437.209991 1.546850708 RL27_HUMAN[74-93] 
KRYIFDNVAKVWKDYDRDK RYIFDNVAK 38.56 1124.597824 2.107420048 RCN1_HUMAN[114-122] 
KSAADDSEAKSNELTRAVE SNELTRAVEELHK 30.29 1524.789581 0.12001656 TPR_HUMAN[300-312] 
KSALLALGLKCGGTLEERA CGGTLEERAQRLFSTK 30.02 1851.926117 1.774368842 SF3A3_HUMAN[274-289] 
KSATSPEGKKLPRTFCQLI LPRTFCQLILDPIFK 56.84 1860.033157 6.045591154 EF2_HUMAN[285-299] 
KSAYEEQRIKDMDLWEQQE DMDLWEQQEEERITTMQLEREK 37.1 2836.300705 2.530761279 EIF3A_HUMAN[721-742] 
KSDDNSYDEKYLIATSEQP YLIATSEQPIAALHRDEWLRPEDLPIK 73.29 3173.687271 6.270939226 SYSC_HUMAN[267-293] 
KSDVEAIFSKYGKIAGCSV KSDVEAIFSK 51.11 1122.592072 1.256021698 HNRCL_HUMAN[30-39] 
KSETSGPQIKELTDEEAER ELTDEEAERLQLEIDQKK 40.95 2186.106598 3.262878401 NUDC_HUMAN[106-123] 
KSGALSKYAKKIFLAQKPA KIFLAQKPAPLLESPFK 65.63 1926.134216 5.018861053 AP3B1_HUMAN[596-612] 
KSGFEGMFTKKEGQWDCSV KEGQWDCSVCLVRNEASATK 63.57 2337.084152 -1.159992462 RBP2_HUMAN[1606-1625] 
KSGGKVRLTFKLEQDQLWI KLEQDQLWIGTK 32.06 1457.787811 2.010580674 UBFD1_HUMAN[458-469] 
KSKEFAQIIKIGRTHTQDA IGRTHTQDAVPLTLGQEFSGYVQQVK 135.88 2871.48793 3.382566891 FUMH_HUMAN[231-256] 
KSLQEANAEKVTQEIVTER VTQEIVTERSVSSRQAQK 41.6 2045.086517 0.500712313 DSG2_HUMAN[902-919] 
KSMAWRVLLKALERLEGVE ALERLEGVEGVAHIIDPK 45.14 1945.063248 3.992672222 DYHC1_HUMAN[2240-2257] 
KSNYNLPMHKMINTDLSRI MINTDLSRILK 35.5 1302.732925 3.530270796 RL4_HUMAN[284-294] 
KSTIGAYFLKPKELKKDDI YQKSTIGAYFLK 35.11 1417.760529 -9.512890029 WDR36_HUMAN[475-486] 
KSVGPDFGKKRLGLPGDEV RLGLPGDEVDNK 62.5 1311.678268 4.05206073 PRKDC_HUMAN[2704-2715] 
KSVHELEKSKRALEQQVEE RALEQQVEEMK 58.17 1359.68161 1.981346206 MYH9_HUMAN[1528-1538] 
KTAKKGLELKQNLIEELRK QNLIEELRK 40.2 1141.645477 1.92441528 MRT4_HUMAN[24-32] 
KTCATDLQTKADRLAQMSI ADRLAQMSICSSLARK 35 1805.923981 3.240446476 BPNT1_HUMAN[50-65] 
KTDELRNLHKLLYNRPGTV LLYNRPGTVSSLKK 46.46 1574.914398 0.080004348 DEK_HUMAN[112-125] 
KTEKLKQEQKGQPRTVSPS GQPRTVSPSTIRDGPSSAPATPTK 35.59 2407.24556 3.747021139 VCIP1_HUMAN[741-764] 
KTEKSPRDQEIKFFAKVLL AIVSSGKTEKSPRDQE 34.59 1730.879868 0.08839435 RYR3_HUMAN[2840-2855] 
KTGEEINFGKLITKPSEGT LITKPSEGTTLRVEDLVK 46.64 1998.136093 4.69988007 MRE11_HUMAN[417-434] 
KTGISDVFAKNDLAVVDVR NDLAVVDVRIGMTRK 32.55 1701.919586 -0.043480315 NUCL_HUMAN[334-348] 
KTHILLFLPKSVSDYDGKL THILLFLPK 41.95 1080.66954 3.945702032 PDIA1_HUMAN[255-263] 
KTIAPALVSKKLNVTEQEK KLNVTEQEKIDK 83.83 1443.793274 -0.569333585 ENOA_HUMAN[81-92] 
KTIIYLDREKRVFTEANLV RVFTEANLVSVGSK 62.73 1505.82019 3.38818674 MDN1_HUMAN[2643-2656] 
KTKGPDAASKLPLVTPHTQ LPLVTPHTQCRLK 54.42 1561.876266 1.202399986 PRS4_HUMAN[49-61] 
KTLRIPAVVTGRPVPTKVW GGIQIMAGKTLRIPAVVT 32.96 1840.06044 3.614555183 TITIN_HUMAN[16039-16056] 
KTRDGLSVPKHSAGSGAEE HSAGSGAEESNSSSTVQK 34.24 1761.776535 -0.120900691 CA174_HUMAN[144-161] 
KTREAEEKEKEGIVKQDSL EGIVKQDSLVINLNRSNPK 63.74 2123.16983 6.529859178 SP16H_HUMAN[643-661] 
KTRESTSSEKVSQSPSKDS VSQSPSKDSEENPATEERPEK 57.14 2343.082581 0.055909254 STX18_HUMAN[186-206] 
KTSTEDLMNLEQGMSPITM EQGMSPITMATFARAQTPE 30.17 2064.960846 -8.224369015 FIL1L_HUMAN[970-988] 
KVAHALAERLGVIACIGEK GVIACIGEKLDEREAGITEK 68.1 2187.120499 2.987032495 TPISL_HUMAN[104-123] 
KVAVYVPGSKGAPSFVRLY GAPSFVRLYQYPNFAGPHAALANK 55.13 2588.328796 5.90149135 EIF2A_HUMAN[193-216] 
KVDDYEHAAKYMKNSQVRL LVSEKVDDYEHAAK 63 1602.788925 0.479164778 MCES_HUMAN[429-442] 
KVDLSEKYKKLVLRIPNRG LVLRIPNRGIDLLK 33.43 1619.024612 4.829450981 MATR3_HUMAN[575-588] 
KVEGITNQGKKAEGSPSEG KADSVANQGTKVEGITNQGK 49.06 2044.054886 1.225994477 RRBP1_HUMAN[549-568] 
KVELSKEEVKRLIAEAKEK ETPDKVELSKEEVK 30.25 1629.8461 1.000707981 PWP1_HUMAN[20-33] 
KVELYRIKFKESFAEMNRG ESFAEMNRGSNEWK 45.15 1683.731079 4.622472138 COX41_HUMAN[88-101] 
KVETFSGVYKKLTGKDVNF AQQNNVEHKVETFSGVYK 97.18 2077.022858 4.436157245 RS7_HUMAN[161-178] 
KVFTKHGLLKLNPVGAKFD LNPVGAKFDPYEHEALFHTPVEGK 30.61 2694.344193 3.669909741 GRPE1_HUMAN[163-186] 
KVGAIQRWLKGQGVYLGMP VGAIQRWLK 45.45 1069.639633 4.329495521 ERP29_HUMAN[138-146] 
KVGLSEMAQKNVGVRPGDA GKVGLSEMAQK 31.28 1162.601593 -7.191629575 SPAT5_HUMAN[109-119] 
KVGMKHYHLKRNQSFCPTV RNQSFCPTVNLDK 57.23 1577.762024 2.261431031 RL27A_HUMAN[65-77] 
KVGSSVKHLKPGDRVAIEP PGDRVAIEPGAPRENDEFCK 34.85 2256.059311 1.170625252 DHSO_HUMAN[88-107] 
KVGTECGNQKVRAWGPGLE VRAWGPGLEGGVVGK 81.06 1480.815063 2.870716341 FLNA_HUMAN[579-593] 
KVIDTQQKVKLADIQIEQL LADIQIEQLNRTKK 45.12 1668.952225 1.245092561 PFD1_HUMAN[29-42] 
KVIKAVVPAKYLDEDTIYH YLDEDTIYHLQPSGRFVIGGPQGDAGLTGRK 32.67 3359.689865 2.535353066 METK2_HUMAN[235-265] 
KVIPVEKLVKGRFQDNLDF GRFQDNLDFIQWFK 37.25 1812.89476 3.900943483 MARE2_HUMAN[142-155] 
KVIRKNIVKKCLELFSELA CLELFSELAEDKENYKK 66.61 2115.019363 5.664723553 HS90B_HUMAN[412-428] 
KVIRKNLVKKCLELFTELA CLELFTELAEDKENYKK 86.31 2129.035019 6.188249551 HS90A_HUMAN[420-436] 
KVKAQTAPNKDVQREIADL DVQREIADLGEALATAVIPQWQKDELRETLK 60.71 3534.868164 4.528598878 SYAC_HUMAN[790-820] 
KVLDSGAPIKIPVGPETLG IPVGPETLGRIMNVIGEPIDERGPIK 34.11 2799.531662 5.964926286 ATPB_HUMAN[134-159] 
KVLELQTELKQLRNVLTNT QLRNVLTNTQSENERLASVAQELK 44.03 2740.446716 1.6555695 BICD2_HUMAN[127-150] 
KVNELRAFVKMCKQDPSVL VNELRAFVK 37.72 1074.618561 1.193912004 F10A1_HUMAN[6-14] 
KVNFSDRVFKAVSDICKTF VNFSDRVFK 38.12 1110.582199 2.919189595 FERM2_HUMAN[113-121] 
KVQFQGKKTKFASDDEHDE FASDDEHDEHDENGATGPVK 81.95 2168.88829 -3.221927119 LA_HUMAN[364-383] 
KVSQAAADLKQFCLQNAQH QFCLQNAQHDPLLTGVSSSTNPFRPQK 35.06 3069.509064 4.687394531 GBG5_HUMAN[37-63] 
KVTVAGLAGKDPVQCSRDV DPVQCSRDVVICPDASLEDAKK 54.5 2501.189026 2.980182594 PARK7_HUMAN[42-63] 
KVVCDENGSKGYGFVHFET GYGFVHFETQEAAERAIEK 77.6 2181.049057 3.743611348 PABP1_HUMAN[139-157] 
KVVMALGDYMGASCHACIG GASCHACIGGTNVRAEVQK 52.19 2013.947281 1.122670897 IF4A1_HUMAN[128-146] 
KVVRLKPTRKFAYLGRLAH FAYLGRLAHEVGWK 51.68 1645.872879 3.276680762 RL13A_HUMAN[135-148] 
KVVWVEESDKRSFLLDLLN RSFLLDLLNATGK 65.55 1446.819443 5.729118474 DDX3X_HUMAN[428-440] 
KWRWQLEEERKRRRHTLYA KRRRHTLYAK 35.23 1327.794876 6.172640178 TRHY_HUMAN[900-909] 
KYAFVNWINKALENDPDCR ALENDPDCRHVIPMNPNTDDLFK 38.13 2710.247925 6.311599704 PLST_HUMAN[133-155] 
KYEAIVEENKKLKAKLAQY EKYEAIVEENK 59.02 1350.666656 2.219644637 MYCBP_HUMAN[74-84] 
KYGDLLGHLKIMHDAIGFR YGDLLGHLK 43.39 1014.54982 2.724361037 CLN5_HUMAN[106-114] 
KYIDKTIRVKFQGGREASG FQGGREASGILK 56.68 1261.677872 2.965891757 LSM7_HUMAN[27-38] 
KYIDQEELNKTKPIWTRNP TKPIWTRNPDDITNEEYGEFYK 64.96 2715.281631 1.80091816 HS90A_HUMAN[293-314] 
KYNRFEKRHKNMSVHLSPC NMSVHLSPCFRDVQIGDIVTVGECRPLSK 61.3 3313.636993 5.669902901 RS11_HUMAN[108-136] 
LAAALENLNKALLADIEAH HLAAALENLNK 50.47 1192.656372 2.842394574 STRUM_HUMAN[975-985] 
LAAEFLKQVKPYVEEGLHP PYVEEGLHPQIIIRAFRTATQLAVNK 31.95 2963.634476 5.498991233 TCPH_HUMAN[110-135] 
LAAIEIMKLKHILILQNKI HILILQNKIDLVK 32.17 1545.960617 3.495561233 IF2GL_HUMAN[184-196] 
LAAMAVFEDKFRPDMEEEE FRPDMEEEEAK 52.96 1379.602692 3.495209184 PSB7_HUMAN[185-195] 
LAAVLEYLTAEILELAGNA EILELAGNAARDNKK 65.52 1640.884521 3.554790069 H2A1B_HUMAN[62-76] 
LADPTGAFGKETDLLLDDS ETDLLLDDSLVSIFGNRRLK 45.81 2303.248489 5.962448284 PRDX5_HUMAN[160-179] 
LAEAVALLSQRGPDALLTV LAEAVALLSQ 32.91 1013.575684 -5.564458667 RPGF3_HUMAN[201-210] 
LAEDKENYKKFYEAFSKNL CLELFSELAEDKENYKK 66.61 2115.019363 5.664723553 HS90B_HUMAN[412-428] 
LAEDKENYKKFYEQFSKNI CLELFTELAEDKENYKK 86.31 2129.035019 6.188249551 HS90A_HUMAN[420-436] 
LAEKDEFEHKRKELEQVCN RKELEQVCNPIISGLYQGAGGPGPGGFGAQGPK 148.38 3338.682999 3.511564292 HSP71_HUMAN[596-628] 
LAEQHLGLTKLLDPEDISV SNAHYNLQNAFNLAEQHLGLTK 110.3 2482.235275 4.201455078 SPTB2_HUMAN[228-249] 
LAESGGSTLKSIERFLKGQ RAVEGLAESGGSTLK 82.44 1473.778702 1.791313714 MYST3_HUMAN[105-119] 
LAEVAAGDDKKGIVDQSQQ KGIVDQSQQAYQEAFEISKK 113.95 2296.169891 3.777159536 1433Z_HUMAN[139-158] 
LAFLGNLVSAQTVFLRPCL QTVFLRPCLS 37.28 1219.638336 7.770336271 RN3L1_HUMAN[140-149] 
LAHGLLEELKTVLSSHKVL LAHGLLEELK 30.12 1121.644424 5.625668764 GCN1L_HUMAN[600-609] 
LAINHKLEIKYIDSADLEP YIDSADLEPITSQEEPVRYHEAWQK 57.79 3003.424988 3.767032653 PYRG1_HUMAN[336-360] 
LAKIYTEAKKVPWFDQQNG VPWFDQQNGRTYLK 45.43 1750.879105 3.357741824 H1X_HUMAN[77-90] 
LAKVPDEAPKVGILGSGDF VGILGSGDFARSLATRLVGSGFK 33.13 2307.269928 4.730265786 STEA3_HUMAN[31-53] 
LAKYGLDGKKDARQVTSNS DARQVTSNSLSGTQEDGLDDPRLEK 94.2 2730.305634 2.855724247 AMRP_HUMAN[129-153] 
LALCATGAQGLYFHIGETE LYFHIGETEK 42.18 1235.618622 3.658086662 TMED4_HUMAN[30-39] 
LALVDVLEDKLKGEMMDLQ LKGEMMDLQHGSLFLQTPK 94.53 2172.107117 5.130962425 LDHB_HUMAN[59-77] 
LAMATMDIIKLHGGTPANF LHGGTPANFLDVGGGATVHQVTEAFK 32.66 2622.319092 5.731567926 SUCB1_HUMAN[337-362] 
LAMSHLNGHKLHGKPIRIT ENALVQMADGNQAQLAMSHLNGHK 69.75 2576.222351 3.10959184 PTBP1_HUMAN[375-398] 
LANARDESKKTANDMIHAE ALTSELANARDESKK 67.78 1631.847809 3.255818325 MOES_HUMAN[524-538] 
LANKIVPFFKLCDEQLSSQ LCDEQLSSQSHYDFGLRALK 42.78 2366.132477 4.457062359 DYHC1_HUMAN[2075-2094] 
LAPEQTAGKKKPFVYTQGQ KPFVYTQGQAVLNRAFFPCFDTPAVK 42.44 3000.532043 5.988271327 AMPB_HUMAN[163-188] 
LAPHDFANIKANVKVASTE LVEKPSPLTLAPHDFANIK 57.24 2089.15715 5.10828015 COPB_HUMAN[768-786] 
LAQARDETKKTQNDVLHAE QLQALSSELAQARDETKK 42.2 2015.064682 0.531000324 RADI_HUMAN[527-544] 
LAQIRQQQYKFLPSELRDE FLPSELRDEH 49.72 1241.604034 3.985167464 TLN1_HUMAN[2532-2541] 
LARARTGSGKTAAYAIPML TAAYAIPMLQLLLHRK 56.96 1838.059998 6.329499588 DDX56_HUMAN[58-73] 
LARELSGTIKEILGTAQSV EILGTAQSVGCNVDGRHPHDIIDDINSGAVECPAS 54.22 3702.700256 4.077294665 RL12_HUMAN[131-165] 
LARGSASPHKSSPQPLVAT SSPQPLVATPSQHHQQQQQQIK 48.06 2494.267685 -1.284144448 CXXC1_HUMAN[142-163] 
LARRRRIAEKGSTIETEQK GSTIETEQKEDKGEDSEPVTSK 64.24 2393.108154 -1.036727068 ENAH_HUMAN[462-483] 
LASAPPQEQKQMLGERLFP QMLGERLFPLIQAMHPTLAGK 67.6 2350.265335 6.338433273 PABP1_HUMAN[560-580] 
LASETSSRDKRSVFVGNLP RSVFVGNLPYKVEESAIEK 76.71 2164.152786 3.977075951 RBM34_HUMAN[287-305] 
LASGLHSRSKESSQVTSRS SFLEEVLASGLHSRSK 55.9 1758.926422 4.201426454 VPS45_HUMAN[542-557] 
LASRKPLVLCGDLNVAHEE GDLNVAHEEIDLRNPK 57.17 1818.922394 2.143027109 APEX1_HUMAN[209-224] 
LASTLVHSVKKEQEFRSIF DRLLASTLVHSVK 30.59 1437.830353 2.217229587 BCLF1_HUMAN[568-580] 
LASVQALQRKHEGFERDLA NQALNTDNYGHDLASVQALQRK 58.94 2455.220367 0.665928005 SPTA2_HUMAN[1253-1274] 
LATDRSHYAKCNPYMDSPQ VFEVMLATDRSHYAK 53.97 1765.882126 4.244903943 PIMT_HUMAN[28-42] 
LATECLPLDKYLQWEIGNK RLNLATECLPLDK 61.96 1541.823532 1.460608139 RG9D1_HUMAN[322-334] 
LATLPTKEQKTQRLISELS TQRLISELSLLNHK 34.8 1650.941666 0.669314987 PI4KB_HUMAN[349-362] 
LAVEAVLRLKGSGNLEAIH GSGNLEAIHIIK 58.77 1250.698257 2.441835977 TCPB_HUMAN[192-203] 
LAVEEDKQQKIARLLQLWE IARLLQLWEK 33.93 1268.760452 5.690593515 CHERP_HUMAN[260-269] 
LAVTGGEDDKAFVWRLSDG AFVWRLSDGELLFECAGHK 36.87 2234.094254 5.849797956 AAMP_HUMAN[116-134] 
LCAATGPSIKIWDLEGKII HLYTLDGGDIINALCFSPNRYWLCAATGPSIK 122.24 3622.770081 7.872704964 GBLP_HUMAN[226-257] 
LCDELIRNVKFKILDAVVA DSIVQGFQWGTREGPLCDELIRNVK 56.08 2916.455231 5.876997465 U5S1_HUMAN[764-788] 
LCDEWRIQYLKGYINEMLK KGYINEMLKAIKDGANIK 32.76 2005.102966 7.224566641 LCTL_HUMAN[433-450] 
LCLLSDHVDKRILDAAGAN RILDAAGANLK 49.6 1140.661469 -1.172126907 GRHPR_HUMAN[66-76] 
LCRLLTTIGKDLDFEKAKP NHDEESLECLCRLLTTIGK 81.75 2287.093643 6.387582793 IF4G1_HUMAN[927-945] 
LCSLLRHFPYAQRQFLKLG KVLFALCSLLRHFPY 30.5 1863.022919 -3.379453863 SIL1_HUMAN[288-302] 
LCVKVDRTPKGTQGVVTNF GTQGVVTNFEIFRMREK 44.6 2011.03093 0.955728712 EIF3B_HUMAN[536-552] 
LDALTDPSRKTQKCLQTLL AGQQALRQIGSVIRNPEILAIAPVLLDALTDPSRK 62.62 3723.115875 5.210152101 GCN1L_HUMAN[1557-1591] 
LDDFLDLNHKYWERYLSKK EIAKLDDFLDLNHK 46.37 1669.867508 2.572659196 UBCP1_HUMAN[293-306] 
LDDYQERMNKGERLNQDQL GERLNQDQLDAVSK 66.31 1571.790329 4.379082803 CAPR1_HUMAN[85-98] 
LDEEEGARQKLQLEKVTAE MQAHIQDLEEQLDEEEGARQK 48.44 2496.155029 2.941724338 MYH10_HUMAN[948-968] 
LDEEHSQELKEWREKLRPR LKELDEEHSQELK 43.41 1596.799469 -0.504759687 SLK_HUMAN[1164-1176] 
LDEELEDAEKNLGESEIRD RLDEELEDAEK 59.37 1345.636093 0.899946134 PSMD6_HUMAN[83-93] 
LDEIEEHNIKIYHLPDAES RILDEIEEHNIK 53.46 1507.799408 0.315028642 SEPT2_HUMAN[198-209] 
LDEMRKELTKLKEELIDAI LKEELIDAIRQELSK 48.69 1784.004303 4.001671962 ENAH_HUMAN[573-587] 
LDEQAVQGLKQIHQQLYDR LAAQENRPVTDHLDEQAVQGLK 74.63 2431.245529 1.321133535 TBCD_HUMAN[635-656] 
LDERAIEALKEFNEDGALA VAEKLDEIYVAGLVAHSDLDERAIEALK 87.12 3066.623672 6.25150069 HNRPQ_HUMAN[39-66] 
LDEYPEAVSKKVESTGAVP KVESTGAVPEFKEEK 43.44 1676.862091 2.613214303 HSDL2_HUMAN[284-298] 
LDFPALRKNKNIDNFLSRY NIDNFLSRYK 52.11 1268.651306 3.876557709 ROCK1_HUMAN[51-60] 
LDFRIRCGMKHGYAPSDLP HGYAPSDLPVK 49.45 1182.603317 1.181292137 TF3C5_HUMAN[329-339] 
LDGKHVVFGKVLEGMEVVR VLEGMEVVRKVESTK 52.92 1702.928741 -0.034646194 PPIB_HUMAN[164-178] 
LDIASLVTAKLVNTTITPE LVNTTITPEPEPKPQPNSREK 56.08 2374.249207 4.12130284 LUZP1_HUMAN[673-693] 
LDIEIATYRKLLEGEESRI LLEGEESRISLPLPNFSSLNLRETNLDSLPLVDTHSK 58.28 4133.164398 4.68938521 VIME_HUMAN[403-439] 
LDIIIHSLKKCDISLQFFL SQLDIIIHSLKK 35.2 1393.829269 1.000839939 KU86_HUMAN[145-156] 
LDIQSSGRAKELLGQGLLL DAHNALLDIQSSGRAK 73.81 1694.869965 2.306371628 EIF3C_HUMAN[628-643] 
LDKDDESLRKYKEALLGRV SIQEIQELDKDDESLRK 76.14 2045.027634 4.738322279 GDIR1_HUMAN[34-50] 
LDKRLRSECKNQGATIHLP NQGATIHLPPSNRYETLLK 32.52 2151.143616 1.997077261 CYFP1_HUMAN[733-751] 
LDLPKYTIIKFFQNQRYYL FFQNQRYYLK 33.19 1405.714249 3.786687091 SATB1_HUMAN[692-701] 
LDLQQIKGMKDRLEFWCTD DRLEFWCTDVK 41.15 1467.681656 3.466691826 PSD13_HUMAN[351-361] 
LDLSNVAGYKAIYHDLEQS HLDLSNVAGYK 59.03 1215.624771 2.271260068 PACN2_HUMAN[254-264] 
LDLYDKINTKSSPQIRNPP SSPQIRNPPSDAVQRAK 53.67 1849.97583 0.0113515 CSKP_HUMAN[394-410] 
LDMEISAYRKLLEGEEERL LLEGEEERLK 41.56 1214.65062 1.197052038 LMNB1_HUMAN[380-389] 
LDMVFLDHWKDRYLPDTLL DRYLPDTLLLEECGLLRK 50.65 2203.167053 5.246992045 COMT_HUMAN[195-212] 
LDNVDQTGPKAWKGSTTND HAPINSAQHLDNVDQTGPK 74.56 2040.997711 2.596769203 HUCE1_HUMAN[139-157] 
LDPELHLDIKVLQSALAAI ILITTVPPNLRKLDPELHLDIK 39.9 2537.494461 3.373800468 ILF2_HUMAN[175-196] 
LDPYNVLAPKGASGTREDP KGLDPYNVLAPK 40.28 1313.734314 4.078450219 COX5B_HUMAN[57-68] 
LDQERADLEKAWVQRRMML QKLDILDQERADLEK 30.21 1812.958099 2.693388227 SPTA2_HUMAN[1418-1432] 
LDREGQSRAKVLSNMIKQK TPQGAVPAYLLDREGQSRAK 31.41 2156.133789 0.971182777 NSA2_HUMAN[81-100] 
LDREQGGKDKLQAHGIRLH VTDAIVLLDREQGGKDK 35.64 1856.000336 0.913792938 PYR5_HUMAN[146-162] 
LDSCTKLLQKGIHPTIISE GIHPTIISESFQK 30.01 1455.772171 1.353920647 TCPD_HUMAN[127-139] 
LDSEVTSKLKSYEFRGSPF SYEFRGSPFQVTRGDYAPILQK 37.92 2558.291763 1.695662732 DPP3_HUMAN[236-257] 
LDTGGNKSVLMERLKKAVK LKKRNLDTGGNKSVL 32.8 1641.952576 1.386154529 SAFB2_HUMAN[42-56] 
LDTVTLEDIKEHVKQLEKA TAAAAAEHSQRELDTVTLEDIK 46.91 2368.186996 2.625637254 PSMD3_HUMAN[55-76] 
LDVLQIKGEKEQPVFAMTG VQHITDATLAIVKGETVPLDVLQIKGEK 31.24 3014.701584 4.947753396 AGK_HUMAN[172-199] 
LDVNQDSELKFNEYWRLIG FNEYWRLIGELAK 75.21 1637.856537 6.036548243 S10AD_HUMAN[73-85] 
LDVPVPVARKLSAREQRDC GHAVNLLDVPVPVARK 30.8 1683.978424 4.167511828 DNM1L_HUMAN[620-635] 
LEAARDLVSKEGFRRARHV ESLREVQLEELEAARDLVSK 54.15 2313.217545 3.379708068 GALK1_HUMAN[253-272] 
LEAARICANKYMVKSCGKD AKVDEFPLCGHMVSDEYEQLSSEALEAARICANK 67.1 3866.791306 6.53927197 RL10_HUMAN[41-74] 
LEAEASLPEKKGNTLSRDL ELVRKPYVLNDLEAEASLPEK 77.12 2412.289978 2.900148848 U384_HUMAN[86-106] 
LEAFLTQKAKVGELKDDDF VGELKDDDFERISELGAGNGGVVTK 38.06 2604.303131 4.519443171 MP2K2_HUMAN[64-88] 
LECKPRPLHKTCSLFMRNI TCSLFMRNIAPNISRAEIISLCK 33.34 2693.381485 5.077631994 ARS2_HUMAN[420-442] 
LECPHLNVRKAAHEALGQF AAHEALGQFCCALHK 38.81 1711.792267 -0.030961701 IPO4_HUMAN[716-730] 
LEDILPFLLKQLDDEEVSE TFEQLHSTIGHQALEDILPFLLK 93.68 2649.416626 5.490265237 GCN1L_HUMAN[2028-2050] 
LEDLNFPEIKRRKMADRKD ERLEDLNFPEIK 60.96 1501.777618 5.084640967 NOC2L_HUMAN[638-649] 
LEDVVRAYLKMAEEKTEAA SLEDVVRAYLK 57.66 1291.713577 5.964944657 EIF3A_HUMAN[85-95] 
LEEEGEQFVKKIGGIFAFK KLEEEGEQFVK 64.41 1334.671768 1.248246977 NLTP_HUMAN[443-453] 
LEEEQAVRPKYLLGREVTG DIYAYLRQLEEEQAVRPK 38.58 2220.153824 5.498718092 CCNB1_HUMAN[173-190] 
LEEISSCRQKGFHPHSKDP LTDHGLEEISSCRQK 43.46 1771.85228 2.259217682 STABP_HUMAN[379-393] 
LEEKPGDRGKLARASGNYA AQLNIGNVLPVGTMPEGTIVCCLEEKPGDRGK 71.24 3451.726181 5.916460035 RL8_HUMAN[94-125] 
LEELHVIDVKFLYGCQAPT FLYGCQAPTICFVYQDPQGRHVK 55.99 2783.331238 5.056530753 DDB1_HUMAN[169-191] 
LEENVDNDPCKFALMNRET KFALMNRET 31.51 1124.564804 -1.095534909 KALRN_HUMAN[2191-2199] 
LEETLTREQKEGAFSNFPI SSDNKLEETLTREQK 50.46 1776.88533 -0.23468031 DDX50_HUMAN[121-135] 
LEEVREAAAKTFEQLHSTI TFEQLHSTIGHQALEDILPFLLK 93.68 2649.416626 5.490265237 GCN1L_HUMAN[2028-2050] 
LEFEFRPDGKLRYANNSNY FGHEFLEFEFRPDGK 65.98 1853.873688 0.956915248 MGN2_HUMAN[19-33] 
LEGANQHVSKELLDLAMQN DSNFAGDLVRNLEGANQHVSK 55.65 2270.103958 3.415702604 DDX42_HUMAN[606-626] 
LEGLEERPQRKAQPAQPAD KAQPAQPADEPAEKADEPMEH 49.71 2288.037872 -1.818151723 PSA1_HUMAN[243-263] 
LEGLKILSGKIDQCRTIFL IDQCRTIFLNK 43.21 1406.734009 1.715320725 SAE2_HUMAN[410-420] 
LEHSAHVLEKGGKVFSATL GGAAVDPDSGLEHSAHVLEK 109.96 1987.95993 4.730477641 PARP1_HUMAN[529-548] 
LEIIYEINQKHLDRIVALF LLPRHLEIIYEINQK 73.69 1878.072662 0.94352047 PYGL_HUMAN[396-410] 
LEKDDSTDFKKLYEQILAE KLYEQILAENEK 94.2 1476.782349 3.368810579 MYPT1_HUMAN[934-945] 
LEKEETEELKRFDDPGLML RFDDPGLMLMGFKPLVLLK 59.82 2189.210464 6.166149953 KU70_HUMAN[339-357] 
LEKGFEDEVKKLLLFLKGF KLLLFLK 41.33 873.605133 5.037745125 BZW1_HUMAN[134-140] 
LEKKSAVADKHELLSLASS HELLSLASSNHLGK 84.96 1504.799759 0.826023524 EIF3H_HUMAN[228-241] 
LELATLGDLKLVEKPSPLT LVEKPSPLTLAPHDFANIK 57.24 2089.15715 5.10828015 COPB_HUMAN[768-786] 
LELCRNTNRKQAAAKFYSF TGAESISLLELCRNTNRK 78.49 2061.063644 2.594291552 RAD21_HUMAN[574-591] 
LELEMNSDLKAQLRELNIT IVKPNGEKPDEFESGISQALLELEMNSDLK 72.85 3329.670029 8.626380317 RS7_HUMAN[8-37] 
LELVSITANKNTCPGDRSA GLDGARAERVLELVSITANK 53.03 2111.16983 7.144853903 GLYM_HUMAN[390-409] 
LEMCPSCFQKERSILFSNR KGDYIEAESSYSRALEMCPSCFQK 75.72 2855.256409 2.743011092 TTC1_HUMAN[129-152] 
LENAIEWSVKSGQIRNLES SGQIRNLESARVSMVGQVK 55.64 2058.100388 1.026674895 PPME1_HUMAN[218-236] 
LEPHLVRMAKVDQNRVRYM LLQVASPFLEPHLVRMAK 69.22 2048.160461 2.999276725 NU155_HUMAN[1052-1069] 
LEQVYIRGSKIRFLILPDM IRFLILPDMLK 41.28 1357.815536 5.388066203 SMD3_HUMAN[68-78] 
LERAIQRMEKGEHSIVYLK GEHSIVYLKPSYAFGSVGK 66.27 2038.052368 2.381685611 FKBP4_HUMAN[214-232] 
LEREIMLAAKKGLDPYNVL KGLDPYNVLAPK 40.28 1313.734314 4.078450219 COX5B_HUMAN[57-68] 
LERKRRDHIKDSFHSLRDS DSFHSLRDSVPSLQGEK 33.09 1900.927902 5.934996266 MAX_HUMAN[41-57] 
LERRLQTQVFKLGLAKSIH KIEDFLERRLQTQVF 34.07 1921.04213 1.947901059 RS9_HUMAN[101-115] 
LERYVETQAKENAYDLEAN GIDRYNPENLATLERYVETQAK 70.6 2579.297928 4.262787901 EIF3K_HUMAN[17-38] 
LESDYFRYYKVNLKRPCPF LLESDYFRYYK 38.7 1495.734695 4.010738014 ERO1A_HUMAN[68-78] 
LESNLTNLIKRNTELETLL RNTELETLLAK 73.48 1286.719376 2.625281054 TRI18_HUMAN[233-243] 
LESTNRRYTKRDCSTFLRT TVTLPENEDELESTNRRYTK 44.21 2394.16626 1.437243544 RPB2_HUMAN[870-889] 
LESWLNYLKKELPTVVFRA SDLVPKENLESWLNYLKK 47.21 2175.157516 6.531940742 GNL3_HUMAN[180-197] 
LETAVGAAIKSFENSLGIN SFENSLGINVPRSRFLPVK 41.63 2159.185104 2.221671496 UGPA_HUMAN[378-396] 
LETDPSLDMKEQSTRSSGH EQSTRSSGHSSSELSPDAVEK 53.38 2217.014526 -1.530436522 SRRM2_HUMAN[1373-1393] 
LETRRQLALKAFTHTAQYD AFTHTAQYDEAISDYFRK 67.02 2162.006866 5.90007377 PUR9_HUMAN[178-195] 
LEVEKITTSKKPNLILNVD KPNLILNVDGLIGV 30.28 1463.871155 -1.819149172 ACLY_HUMAN[1018-1031] 
LEVQEADEAKLQQTEAELR LQQTEAELRKVDEAIALFQK 65.61 2329.264114 5.503025579 SYVC_HUMAN[1243-1262] 
LEVQGSRPGKNVQLTENEI LNLDSIIGRLLEVQGSRPGK 41.37 2164.232773 5.936514852 PP1A_HUMAN[7-26] 
LFEGVAINNTFLPSQNDLR FLPSQNDLRICSLNLP 31.93 1885.972 8.156536788 RA54B_HUMAN[53-68] 
LFEHYYQELKIVPEGEWGQ LFEHYYQELK 35.19 1368.671371 1.777636364 NSUN2_HUMAN[47-56] 
LFFGVPPKQTSSYGGLLGN SSYGGLLGNLLTSLM 37.1 1524.785767 8.699582779 CG020_HUMAN[292-306] 
LFGCELKADKDYHFKVDND SPLRPQNYLFGCELKADK 56.12 2135.083328 2.522618171 NPM_HUMAN[10-27] 
LFGSVADDQKLMIWDTRSN AIFTGHSAVVEDVAWHLLHESLFGSVADDQK 97.89 3377.668076 5.502612922 RBBP7_HUMAN[220-250] 
LFIHGGHTAKISDFSWNPN IGEEQSAEDAEDGPPELLFIHGGHTAK 77.98 2846.335861 0.917319715 RBBP7_HUMAN[349-375] 
LFLDLPKLEKRLEEWLGRT VCRSCPVVQSSQHLFLDLPKLEK 47.41 2739.420029 0.38803834 SYMC_HUMAN[437-459] 
LFLTMEINPKVPVNLLRAG VPVNLLRAGRIFVFEPPPGVK 39.75 2304.347046 5.201039497 DYHC1_HUMAN[4134-4154] 
LFNFASAATKKITESVAET KITESVAETAQTIKK 113.2 1645.925018 1.782584242 SYAP1_HUMAN[71-85] 
LFPLIEAKKKDQVTAQEIF DQVTAQEIFQDNHEDGPTAKK 40.56 2370.10878 3.068213603 KU86_HUMAN[546-566] 
LFPRKPSAPKKGDSSAEEL LILFPRKPSAPK 42.98 1365.849609 0.516162245 RL13_HUMAN[124-135] 
LFPYIEENVKEYLQTHWEE EYLQTHWEEEECQQDVSLLRK 47.69 2719.254761 6.200595929 ENOPH_HUMAN[41-61] 
LFSANDWQCKTCSNVNWAR SRGLFSANDWQCK 48.27 1567.720154 4.14614814 ZRAB2_HUMAN[60-72] 
LFVGNLNFNKSAPELKTGI KQKVEGTEPTTAFNLFVGNLNFNK 62.03 2695.396957 4.450550398 NUCL_HUMAN[295-318] 
LGDAWAFFYKFELQHGTEE FELQHGTEEQQEEVRK 49.63 1985.94426 0.938092794 PRP6_HUMAN[884-899] 
LGDPCLKDLKKGDIIQLQR KGDIIQLQRRGFFICDQPYEPVSPYSCK 30.11 3400.669647 2.648007873 SYEP_HUMAN[666-693] 
LGDVTPHNIKQLKRLNQVI GSRIELGDVTPHNIK 41.87 1634.874008 0.547442797 NAT13_HUMAN[3-17] 
LGEARATVGKRLDYITAEI RLDYITAEIK 43.78 1220.676453 2.923788684 PFD6_HUMAN[79-88] 
LGECMIRHGKELGGESNFG NPGYPQSEGLLGECMIRHGK 69.19 2242.062286 0.355922315 SH3G1_HUMAN[83-102] 
LGEHEFVEEKTKVAKVSQG FFTGDVFGYHGYTFANLGEHEFVEEK 47.37 3039.371567 7.743706053 SAE1_HUMAN[153-178] 
LGELLQDNAKLVPVLSAKA KLLGELLQDNAK 79.09 1340.766327 2.823012425 TALDO_HUMAN[258-269] 
LGFLHSGTAKSVTCTYSPA TYQGSYGFRLGFLHSGTAK 64.18 2089.038132 5.051128478 P53_HUMAN[102-120] 
LGGADLHCRKSGVSDHWAL AATGEEVSAEDLGGADLHCRK 63.71 2185.006943 2.727222455 MCCB_HUMAN[249-269] 
LGGIGQFLAKAIEPPPLDA AIEPPPLDAVIEAEHTLRELDALDANDELTPLGRILAK 31.57 4118.189865 4.144296538 DHX9_HUMAN[820-857] 
LGGNSSPSAKDIKKILDSV MRYVASYLLAALGGNSSPSAK 88.64 2155.109528 6.201076941 RLA2_HUMAN[1-21] 
LGGTTVHNTKSFLEEVLAS SFLEEVLASGLHSRSK 55.9 1758.926422 4.201426454 VPS45_HUMAN[542-557] 
LGITESFQVKRQVLLSAAE RQVLLSAAEAAEVILRVDNIIK 79.22 2420.411438 5.228449924 TCPB_HUMAN[501-522] 
LGLALNFSVFYYEILNSPD YYEILNSPDRACRLAK 32.64 1967.988678 1.63872894 1433E_HUMAN[181-196] 
LGLCIFLLYKIVRGDQPAA IVRGDQPAASGDSDDDEPPPLPRLK 59.26 2644.309265 2.245576975 PGRC1_HUMAN[45-69] 
LGLGEGAEEKSIPTLISRL AYSLGRAEYGRLGLGEGAEEK 54.9 2225.107605 2.340560964 RCC1_HUMAN[315-335] 
LGLGLNHLGKGEAIEAILA DTYARWLPLGLGLNHLGK 47.56 2023.100311 7.905193783 PSMD2_HUMAN[552-569] 
LGLGSQEALPPPCESEIYC WELCLLLLLGLGLGSQEALP 31.5 2194.207138 -4.077099124 TREA_HUMAN[6-25] 
LGMYLITVLGNLLIILLIR IWPEQQAVFFTLFLGMYLITVLG 36.52 2685.42807 -0.617778602 OR1J4_HUMAN[19-41] 
LGPGLNKAGKFPSLLTHNE FPSLLTHNENMVAKVDEVK 90.89 2170.109222 7.313917585 RL10A_HUMAN[134-152] 
LGQFCCALHKACQSCPSEP AAHEALGQFCCALHK 38.81 1711.792267 -0.030961701 IPO4_HUMAN[716-730] 
LGQHYVFEAKEFFQIDGYV VSYLRPLDFEEARELFLLGQHYVFEAK 40.51 3268.692047 5.597039959 KBP_HUMAN[381-407] 
LGQVAKALEKYAAPSKEEE YAAPSKEEEGGGDGHSEAAEK 33.44 2117.913727 -2.518988348 CH041_HUMAN[92-112] 
LGRGGHPLSKITGNSGERL ITGNSGERLACGIIARSAGLFQNPK 39.49 2629.375824 6.262703053 CCS_HUMAN[217-241] 
LGRICLDILKDKWSPALQI LGRICLDILK 38.98 1199.705994 4.108506605 UBE2N_HUMAN[83-92] 
LGRRQKALGKNRSADFNPD NRSADFNPDFVFTEK 55.07 1785.832214 5.352126546 DDX27_HUMAN[77-91] 
LGVKETPQQKYQRLLHEVQ YQRLLHEVQELTTEVEK 91.21 2114.100754 1.928952531 DCTN2_HUMAN[103-119] 
LGVPRNASQKEIKKAYYQL KEDYYQILGVPRNASQK 59.8 2008.03775 0.753471891 DNJA3_HUMAN[91-107] 
LGVTPSVIRKRYNLTSQDV LHLGVTPSVIRK 40.86 1318.808502 0.962232195 TPP1_HUMAN[196-207] 
LGYRKEDLGKKIALALNKV YLELLGYRKEDLGK 39.89 1695.919525 3.242488761 SC31A_HUMAN[489-502] 
LHAAYLSPRHLVLILELCS YHPKDKTAVLREYEALKGLRHPHLAQLHAAYLSPRH 34.05 4215.27179 -5.128969394 OBSCN_HUMAN[7705-7740] 
LHAILNILEKGTEGRTGPV KPVSTTNLQDPGVLGCPRTCLHAILNILEK 38.56 3343.774445 9.63521928 NU205_HUMAN[1013-1042] 
LHALQEASNKDAEALAAAQ KITDGLHALQEASNK 31.56 1623.858002 4.05207844 SMC2_HUMAN[354-368] 
LHAQVADMKKKMEDSVGCL QIATLHAQVADMKK 60.21 1552.839523 4.732620397 MYH9_HUMAN[1358-1371] 
LHEGWWFARHLEKRRDGSS LEKRRDGSSQQLQ 33.19 1543.806641 7.177712354 FRK_HUMAN[85-97] 
LHGGVRGFDKVLWTPRVLS VLWTPRVLSNGVQFSRISPDGEEGYPGELK 35.35 3329.704437 4.427720321 GALM_HUMAN[116-145] 
LHGLQRALAKTGAESISLL TGAESISLLELCRNTNRK 78.49 2061.063644 2.594291552 RAD21_HUMAN[574-591] 
LHLGKSSLPKKPITDDDVD KPITDDDVDRISLCLK 61.03 1886.977158 5.493442226 COPB_HUMAN[603-618] 
LHNIDQEMLKCIELDERLK CIELDERLK 35.5 1174.601578 1.638853579 CSN3_HUMAN[383-391] 
LHRKSAKQCKARWYEWLDP ARWYEWLDPSIK 30.63 1562.788132 5.65783667 CDC5L_HUMAN[48-59] 
LHSPVAGYWLTASGERISV TASGERISVLK 47.28 1159.656067 2.239457089 BPA1_HUMAN[3019-3029] 
LHVGDPSVKKTAISLLRNL TAISLLRNLSRNLSLQNEIAK 51.45 2353.34407 3.841767175 PKP2_HUMAN[748-768] 
LHWLNIIIMCVGRMGITIA VGRMGITIAIQ 30.29 1173.653976 2.118171157 S22A1_HUMAN[437-447] 
LIDDHFLFDKPVSPLLLAS PVSPLLLASGMARDWPDARGIWHNDNK 38.22 3015.513718 7.662044401 KCRB_HUMAN[197-223] 
LIDEGETDWKLIAINANDP LIAINANDPEASKFHDIDDVK 35.03 2324.16481 2.285552202 IPYR2_HUMAN[204-224] 
LIDLCQPTQKKYQIAVTKV RLYPGSVYGRLIDLCQPTQK 46.46 2363.241974 1.518676479 SMC1A_HUMAN[509-528] 
LIEKTMQNVKHPVTGQFLY HPVTGQFLYQDSNWASKVEK 84.46 2333.144043 1.524980856 TFR1_HUMAN[515-534] 
LIGRHFYQRKKVPVSVNLL KVPVSVNLLSK 52.09 1182.733597 4.451551908 RL1D1_HUMAN[178-188] 
LIHLLPIKDKSGIIPQTRE ELIHLLPIKDK 50.79 1317.801987 3.511149661 NOC3L_HUMAN[148-158] 
LIHSPHGELKAVFLLQNNL SFDLIHSPHGELK 45.31 1478.75177 3.396783762 WDR3_HUMAN[367-379] 
LIIGTFERMKCFSEENHEP CFSEENHEPLRTQCALAASK 47.63 2347.068481 3.316051518 VPS35_HUMAN[640-659] 
LILDAQEHVKNPYKGKKLK FRTLTELILDAQEHVK 36.44 1912.041794 6.344003587 UBF1_HUMAN[82-97] 
LILLGCVPSLNCYPPLEKL KLILLGCVPSL 30.53 1211.731155 5.748799947 DNA2L_HUMAN[1010-1020] 
LIPAIYLLVFVVGVPANAV VVGVPANAVTLWMLF 32.41 1631.874557 1.509307189 PAR3_HUMAN[106-120] 
LIPKEQARIKTFRQQHGKT DILADLIPKEQARIK 34.64 1722.003922 5.082450677 CISY_HUMAN[35-49] 
LIPTLIESVKVQDDLRQHR VARLDCPRQWPELIPTLIESVK 32.87 2619.420654 6.531596967 IPO11_HUMAN[116-137] 
LIPVLNGLEKKEVIQALPK RLPDVRFLIPVLNGLEK 35.01 1978.172745 5.094095056 SYMPK_HUMAN[884-900] 
LISENSVYEKRPDFRMCWY RLISENSVYEK 49.5 1336.698639 3.062021521 CAF1A_HUMAN[782-792] 
LISQAEHSLKENDHARFLQ QCIERSASLISQAEHSLK 41.02 2056.037094 4.527642048 TRI18_HUMAN[304-321] 
LISRTAVVMKTCQEEKLMG VRQQAADLISRTAVVMK 41.07 1885.056732 4.015794258 SF3B1_HUMAN[947-963] 
LITDLLNEAKQRLSKVVKD VLRARDDLITDLLNEAK 52.31 1954.084702 4.365215076 VATE1_HUMAN[83-99] 
LITLEEEMTKYKPESEELT KEECPAVRLITLEEEMTK 35.91 2175.091492 5.397933854 PDIA1_HUMAN[309-326] 
LIYQILRGLKYIHSADIIH LTDDHVQFLIYQILRGLK 61.18 2171.210266 5.207234038 MK14_HUMAN[122-139] 
LKAAQEEYVKRALANSLAC RALANSLACQGKYTPSGQAGAAASESLFVSNHAY 84.29 3496.679321 4.579201731 ALDOA_HUMAN[331-364] 
LKADKDYHFKVDNDENEHQ VDNDENEHQLSLRTVSLGAGAK 64.64 2352.166946 2.183943622 NPM_HUMAN[33-54] 
LKDELIHELKQTLNAIKLE TLAGLPLLVAYKEDEIPVLKDELIHELK 52.57 3158.784195 7.267353065 IF2P_HUMAN[941-968] 
LKDERIQASKKLKGPQKFQ WTAISALEYGVPVTLIGEAVFARCLSSLKDERIQASK 60 4078.156097 5.339422887 6PGD_HUMAN[266-302] 
LKDQNSKLLQDKNEQAVQS DKNEQAVQSAQTIQ 48.98 1558.758698 6.45577793 GOGB1_HUMAN[408-421] 
LKEDILEFIKQAQARVLSH QAQARVLSHQDDTALLK 30.39 1893.006805 1.218167834 CUL5_HUMAN[75-91] 
LKEEGNEQFKKGDYIEAES KGDYIEAESSYSRALEMCPSCFQK 75.72 2855.256409 2.743011092 TTC1_HUMAN[129-152] 
LKEEQELYQKEGLGVNEVH LQQFFNERILKEEQELYQK 30.91 2482.285568 1.685140523 MYO6_HUMAN[480-498] 
LKEEQTPQNKITVVGVGAV ITVVGVGAVGMACAISILMK 60.38 1989.082504 6.681472475 LDHA_HUMAN[23-42] 
LKEKLEAEMKKLNYEENKE KLNYEENKEESLLEK 61.69 1864.941742 1.598441352 SMC2_HUMAN[467-481] 
LKELEVAEGGKAELERLQA KAELERLQAEAQQLR 38.45 1781.974731 1.352993372 CDC37_HUMAN[78-92] 
LKFEKYFNHKALQLLHCFP ALQLLHCFPLDIRLK 56.1 1836.044373 5.130594956 UBA6_HUMAN[715-729] 
LKGRVDNISTLDSEIKKNS LDSEIKKNSDGMEAAGVQIQMVNESL 33.72 2821.347336 -7.867163223 CLC4K_HUMAN[91-116] 
LKHSATPFLKVEPFLPGHY VEPFLPGHYEVLDLKPNGK 73.45 2151.136429 2.902186917 ASNS_HUMAN[177-195] 
LKIHAGPITKHGEIDYEAI HGEIDYEAIVK 73.19 1272.634995 4.397961727 PRS10_HUMAN[323-333] 
LKKIKAPLSKVRLVDAGFV VRLVDAGFVWTEPHSK 31.34 1839.963181 4.729442464 NMD3_HUMAN[93-108] 
LKKILIEDWKKAREEKQKK KILIEDWK 58.78 1043.601501 1.907816344 GLU2B_HUMAN[142-149] 

LKKLRVKELKKILDDWGET KILDDWGETCK 65.28 1363.644196 1.751189942 ARMET_HUMAN[139-149] 
LKMLALLKRKDLANLEVPH DLANLEVPHELPTKQDGSGVK 30.56 2246.154266 1.436232608 P66B_HUMAN[53-73] 
LKNCSIEEIKKLCQEQLEL KLCQEQLELLSEK 45.9 1616.844315 2.578479549 CI082_HUMAN[177-189] 
LKPADKNKGKYGQFSGLNP YGQFSGLNPGGRPITPPRNSAK 50.04 2313.1978 0.277105572 PP1A_HUMAN[306-327] 
LKPKSWVRLKRGIYKDDIA RGIYKDDIAQVDYVEPSQNTISLK 64.94 2751.407898 4.403563721 SPT5H_HUMAN[283-306] 
LKQGFISSLKSAWQTLNEF SAWQTLNEFARAHTSSTQLQEELEK 53.54 2903.404922 4.712053733 S23IP_HUMAN[880-904] 
LKQPSELEPLLPSSDSKLN LPSSDSKLNK 38.41 1087.587311 -4.384935308 CCD33_HUMAN[935-944] 
LKSGRVFIIKSYSEDDIHR SYSEDDIHRSIK 39.46 1448.689545 3.193230748 YTHD1_HUMAN[396-407] 
LKSLEAASEKYSEKEDKYE YSEKEDKYEEEIK 79.67 1688.778046 1.519441827 TPM4_HUMAN[178-190] 
LKTEEFEVTKTAVAHRPGA AAFERESDVPLKTEEFEVTK 63.8 2324.15358 4.760442724 CS010_HUMAN[126-145] 
LKTGPEGALGSEKNGVPAR KLKTGPEGALG 33.17 1069.613144 -3.190873279 K1602_HUMAN[666-676] 
LKTWIKRVQKRYIFDNVAK RYIFDNVAK 38.56 1124.597824 2.107420048 RCN1_HUMAN[114-122] 
LKVIRKNIVKKCLELFSEL KCLELFSELAEDKENYK 71.9 2115.019363 3.725734212 HS90B_HUMAN[411-427] 
LKVIRKNLVKKCLELFTEL KCLELFTELAEDKENYK 91.94 2129.035019 1.255498372 HS90A_HUMAN[419-435] 
LKVVEDGILKLRNAGNEQD LRNAGNEQDLGIQYK 73.69 1717.87471 3.780252403 CTNA1_HUMAN[164-178] 
LKWEMEKEEKRLLWEQLQG RLLWEQLQGLESSK 68.17 1685.910034 5.053650449 GRAP1_HUMAN[204-217] 
LKWKEDLSRKAAEAFLRQQ AAEAFLRQQQAAPNLRK 75.3 1911.043823 1.38667673 BMS1_HUMAN[675-691] 
LLALCATGAQGLYFHIGET GLYFHIGETEK 40.53 1292.640091 3.978679012 TMED4_HUMAN[29-39] 
LLANKTDLAKALMKAVKEE EVQMHSFPLQFTLHCALLANKTDLAK 33.75 3011.536102 7.204960945 LPPRC_HUMAN[399-424] 
LLARVEPPLKAVMEQANLQ MNRAQFEQLCASLLARVEPPLK 40.82 2570.346085 6.098400558 HS74L_HUMAN[301-322] 
LLCKSMGPKKVGTLWREAG VGTLWREAGLSWK 36.52 1501.804138 4.818204862 IF4G1_HUMAN[1393-1405] 
LLDGSNVVFKLLGPVLVKQ LLGPVLVKQELGEARATVGK 42.27 2077.225906 4.99512353 PFD6_HUMAN[59-78] 
LLDIEGLYSKVRSRYSFIQ KLLDIEGLYSK 55.99 1277.723068 4.622284866 NU205_HUMAN[1978-1988] 
LLDLLNATGKDSLTLVFVE RSFLLDLLNATGK 65.55 1446.819443 5.729118474 DDX3X_HUMAN[428-440] 
LLDRVPEEEKDTNVQVLMV CLLDRVPEEEK 51.24 1386.68129 1.993248211 ANM5_HUMAN[344-354] 
LLDSEIKIMKSEVLRVTHE SEVLRVTHELQAMK 36.27 1639.871552 0.962880293 PRS6A_HUMAN[57-70] 
LLDSSLEYKKGESQTDIEI NPRIVLLDSSLEYKK 36.55 1773.99884 1.111612903 TCPG_HUMAN[235-249] 
LLDYALEVEKITTSKKPNL DYVRQHFPATPLLDYALEVEK 79.26 2503.274704 6.818668352 ACLY_HUMAN[992-1012] 
LLEECGLLRKGTVLLADNV DRYLPDTLLLEECGLLRK 50.65 2203.167053 5.246992045 COMT_HUMAN[195-212] 
LLEEEDSKLKGGKAPRVAT ETQRLLEEEDSKLK 80.85 1716.889343 0.517796912 CC124_HUMAN[69-82] 
LLEEQFQQGKLLACIASRP LLACIASRPGQCGRADGYVLEGK 49.29 2490.247131 1.698626593 RS8_HUMAN[171-193] 
LLEGEEERLKLSPSPSSRV LLEGEEERLK 41.56 1214.65062 1.197052038 LMNB1_HUMAN[380-389] 
LLEGPIGCGKTSLVEYLAA TSLVEYLAAVTGRTKPPQLLK 49.11 2284.315445 7.19559115 MDN1_HUMAN[336-356] 
LLEGPPHSGKTALAAKIAE NSDRTPLVSVLLEGPPHSGK 73.86 2102.112015 4.594902617 NSF_HUMAN[530-549] 
LLEKLNGTVPCLLDTSTIP MLLEKLNGTVP 40.39 1229.668945 8.455121228 STRAD_HUMAN[287-297] 
LLENLEKIEKEQSKQEVEV QKVDSLLENLEKIEK 57.36 1784.988327 2.491332819 HNRCL_HUMAN[192-206] 
LLERENALLKSLSSNDQLS ELVERNSLLERENALLK 34.2 2025.12178 2.964759976 T22D2_HUMAN[718-734] 
LLERWQAVLAQTDVRQREL QTDVRQRELEQLG 32.41 1570.80632 9.423822537 PLEC1_HUMAN[1331-1343] 
LLFEAMRKGKFSEGEATLR FSEGEATLRMK 61.22 1267.623047 1.905140496 SYQ_HUMAN[395-405] 
LLGMLDPAEKDEKGMPVTA LPFPIIDDRNRELAILLGMLDPAEK 37.82 2848.552032 5.631282076 PRDX6_HUMAN[98-122] 
LLGNLLTSLMGSSEQEDGE SSYGGLLGNLLTSLM 37.1 1524.785767 8.699582779 CG020_HUMAN[292-306] 
LLGPTYATPKVLEKAGLTM AYLRDFMYVSQDPKDQLLLGPTYATPK 54.17 3129.584488 8.465980101 ECHB_HUMAN[335-361] 
LLGTIRADGKISEQSDAKL FENAFLSHVVSQHQALLGTIRADGK 47.14 2737.429993 2.012836863 ATPA_HUMAN[507-531] 
LLGVEDLLQKHTLVEADIG HLLGVEDLLQK 42.1 1263.718674 3.513440207 SPTB2_HUMAN[559-569] 
LLHGPPGTGKTSLCKALAQ NVNSNLITWNRVVLLHGPPGTGK 70.98 2485.355377 2.183188791 TRP13_HUMAN[163-185] 
LLHPSLEEEKKKHKKKRLV PLARDLLHPSLEEEK 47.89 1745.931152 0.332200957 RS27L_HUMAN[2-16] 
LLKALDENAKLTQQLEEER LTQQLEEERIQHQQK 43.89 1906.986053 2.810193599 SHOT1_HUMAN[272-286] 
LLKEAGEANKAIQDHLLEV AIQDHLLEVEQSKDQMEK 47.59 2140.046997 0.493447107 TPR_HUMAN[323-340] 
LLKEHYVDLKDRPFFAGLV DRPFFAGLVK 45.61 1148.634232 1.507877749 NDKA_HUMAN[57-66] 
LLLEILHEIKSFPLHFDEN SFPLHFDENSFFAGDKK 66.59 1984.931931 4.389571181 ERO1A_HUMAN[353-369] 
LLLLVENCPKGAETLVTRC GAETLVTRCLHSLTDK 48.64 1799.919983 6.394173135 SYMPK_HUMAN[851-866] 
LLLPLTFLLLVLGSLLLYL VLGSLLLYLAVSLMDPGYVNVQPQPQEELKEEQT 30.29 3815.954285 -0.267822915 ZDH12_HUMAN[54-87] 
LLLWATSFTLATLATLKTS ATLATLKTSKSHL 31.84 1369.792892 -6.722914138 GPR75_HUMAN[176-188] 
LLMKDRETNKSRGFAFVTF SRGFAFVTFESPADAK 53.25 1728.847137 4.873189665 HNRGT_HUMAN[48-63] 
LLNVLFRTCKHEKLTLDLT AQHQQALSSLELLNVLFRTCK 34.93 2455.300537 7.092410781 MBB1A_HUMAN[1077-1097] 
LLNWGRLRKKCPSTHSEEL CPSTHSEELHDCIQK 44.53 1839.787979 -0.759326627 GSH0_HUMAN[35-49] 
LLPAGWNNNKDLYVLRYEY KSELLPAGWNNNK 41.89 1469.762634 3.924443217 PSMF1_HUMAN[50-62] 
LLPHAAPFAKSHLVHGSSP SHLVHGSSPGVMGTSVATSASK 98.1 2096.032074 -0.091601652 NU214_HUMAN[1038-1059] 
LLQGLAVLAKERPPNPIEF QKVDLQSLPTRAYLDQTVVPILLQGLAVLAK 30.3 3389.964996 6.15493081 DPY30_HUMAN[44-74] 
LLQLKMIGIKKVQGGALED KVQGGALEDSQLVAGVAFKK 62.58 2044.131683 4.837750954 TCPH_HUMAN[199-218] 
LLRLALKEDKFPRFWKEVV LPAIALDLLRLALKEDK 68.53 1891.150574 6.730294338 MBB1A_HUMAN[264-280] 
LLRLELAEMKEKYEAIVEE EKYEAIVEENK 59.02 1350.666656 2.219644637 MYCBP_HUMAN[74-84] 
LLRLYNDLWKRLQQYSQHI LLRLYNDLWK 43.19 1332.755371 1.779771481 COG5_HUMAN[416-425] 
LLRPGRLDRKIHIDLPNEQ IHIDLPNEQARLDILK 45.92 1887.057755 3.989808992 PRS10_HUMAN[299-314] 
LLSEKEVHTKRIQQLTEEI RIQQLTEEIGRLK 37.86 1582.915451 1.952725901 TPR_HUMAN[1367-1379] 
LLSIFKMDAKGTLGGLFSQ GTLGGLFSQILQGEDIVRERAIK 77.9 2499.380905 6.340770216 API5_HUMAN[131-153] 
LLSIPFFSIPVVWTLTNVI LLHMVLLSIPFFSIP 32.17 1725.989166 1.654703318 ORML2_HUMAN[32-46] 
LLSPLEELVKEQSGTIYLQ EQSGTIYLQHADEEREK 62.31 2031.949722 3.784050322 NUP62_HUMAN[416-432] 
LLTEAPLNPKANREKMTQI RVAPEEHPVLLTEAPLNPK 87.78 2109.158203 2.151569282 ACTB_HUMAN[95-113] 
LLTKNGHVYKYDGFRESEF YDGFRESEFEK 40.27 1405.61499 3.366497963 SSRP1_HUMAN[74-84] 
LLTMDKLWRKRKPPVPLDW RKPPVPLDWAEVQSQGEETNASDQQNEPQLGLK 102.91 3687.812851 4.14608892 SAE2_HUMAN[276-308] 
LLVILKELRKARNQITQLE ARNQITQLESLK 42 1399.77829 2.444672863 CEP55_HUMAN[387-398] 
LLVRVIVCRCNVEGQCMRK MWQLLVRVIVCRC 30.14 1747.904816 8.688688229 CAD16_HUMAN[752-764] 
LLYGPPGTGKTLIARAVAN AIGVKPPRGILLYGPPGTGK 48.35 1990.17276 -0.09948885 TERA_HUMAN[232-251] 
LLYGPPGTGKTSTILACAK FINEDRLPHLLLYGPPGTGK 40.12 2236.200424 2.610231148 RFC5_HUMAN[47-66] 
LMACEKPGKKSIAACHNVG SIAACHNVGLLAHDGQVNEDGQPDLGK 101 2814.33551 3.930590351 CA163_HUMAN[107-133] 
LMALLGQALKWQQHQGLLP WQQHQGLLPPGMTIDLFRGK 51.42 2321.210297 4.938802837 SMU1_HUMAN[171-190] 
LMCMLREIGKHINMDGTIN HINMDGTINVDDFK 75.8 1617.745712 4.594047102 U520_HUMAN[524-537] 
LMGKNTMMRKAIRGHLENN AIRGHLENNPALEK 31.21 1560.837189 -2.977248385 RLA0L_HUMAN[64-77] 
LMISNNGLVTTLWFIFLLV EFLMISNNGLVT 33.91 1336.669678 4.470064743 OR4DB_HUMAN[196-207] 
LMMRQKMDVKSALSIVRQN SALSIVRQNREIGPNDGFLAQLCQLNDRLAK 36.83 3495.836823 6.784355564 DUS3_HUMAN[149-179] 
LMRAWAGSPKGTIQVITQG PWIGLAEALGTLMRAWAGSPK 41.22 2224.182648 4.933947313 SERA_HUMAN[331-351] 
LMVHRTEVVKNNLNPVWRP NNLNPVWRPFK 41.77 1383.741135 3.473915661 CPNE3_HUMAN[185-195] 
LMVLIAIWKNNKFHNRMYF IVLENLMVLIAIWKN 32.29 1768.032059 4.491999995 S1PR3_HUMAN[53-67] 
LNAINKCPLLKPWALTFSY KPWALTFSYGRALQASALK 70.36 2107.157806 3.823159318 ALDOA_HUMAN[294-312] 
LNATFYGPVKKEDGSEVGV KEDGSEVGVGGAQVTGSNTRK 133.13 2075.024338 -3.510802195 CUL3_HUMAN[569-589] 
LNDALAIREKTLGKDHPAV TLGKDHPAVAATLNNLAVLYGK 64.68 2265.248093 3.866243184 KLC1_HUMAN[284-305] 
LNDYIFSFDKMLDDRGNTA YADLSHNRLNDYIFSFDK 55.72 2217.049057 5.883947384 SYRC_HUMAN[505-522] 
LNEDLNQLIKRYSSEVATE RYSSEVATESPLDFTK 91.26 1828.884293 4.581481744 NOC3L_HUMAN[778-793] 
LNESGDPSSKSTEIKWKSG EFHLNESGDPSSK 66.11 1445.642273 1.626266777 SET_HUMAN[155-167] 
LNFEFQVAKKEGSWWHCNS EGSWWHCNSCSLK 43.03 1649.671494 1.914320525 RBP2_HUMAN[1352-1364] 
LNGKLTGMAFRVPTANVSV RVPTANVSVVDLTCRLEK 53.98 2056.109909 1.621508649 G3P_HUMAN[234-251] 
LNGRWFAGRKVVAEVYDQE AIQALNGRWFAGRK 33.65 1586.879349 3.07773871 PUF60_HUMAN[528-541] 
LNHEIEELEKRKDKETGVI ALNHEIEELEK 32.99 1323.666992 2.711407039 SMC2_HUMAN[276-286] 
LNHLGEIGTKTTLRYSVQL IRAQTEGINISEEALNHLGEIGTK 93.23 2592.350693 4.910601036 RUVB1_HUMAN[377-400] 
LNHSQVYAVKTVLQRPLSL RFTAQGLPDLNHSQVYAVK 78.49 2143.117432 5.282958288 RENT1_HUMAN[473-491] 
LNLERSHAQKNENARQQLE ANLQIDQINTDLNLERSHAQK 67.64 2420.240753 1.942368747 MYH9_HUMAN[1755-1775] 
LNLIGKAKTKENRQSIINP ENRQSIINPDWNFEK 52.77 1888.906738 6.38146911 NSF_HUMAN[203-217] 
LNNAFEVAEKYLDIPKMLD LRKDDPVTNLNNAFEVAEK 69.62 2172.117462 3.963874031 ACTN4_HUMAN[215-233] 
LNNLAVLYGKRGKYKEAEP TLGKDHPAVAATLNNLAVLYGK 64.68 2265.248093 3.866243184 KLC1_HUMAN[284-305] 
LNPEEIEKYVAEIEKEKEE AEIEKEKEENEK 67.99 1474.715042 0.013561942 PSA7_HUMAN[230-241] 
LNPESPTEEKIREYFGEFG IREYFGEFGEIEAIELPMDPKLNK 46.53 2837.430908 7.923717168 ROAA_HUMAN[170-193] 
LNQIAPKGQKEGEPRIDIN AYFHLLNQIAPKGQK 48.13 1726.951843 3.300034117 PLST_HUMAN[298-312] 
LNQTDASATKSYENLAAEI ETNEELRCSQVQQDHLNQTDASATK 56.53 2901.315872 2.126276584 HOOK1_HUMAN[425-449] 
LNRIQEHFNKKIERLDTDD KIERLDTDDLDEIEK 67.82 1830.921051 3.704692781 DD19A_HUMAN[461-475] 
LNRPLTLSEKIVYGHLDDP IVYGHLDDPASQEIERGK 56.7 2026.011948 1.462972616 ACON_HUMAN[69-86] 
LNSFNATDLKDLSSHQLNE DLSSHQLNEFLAQTLQRAPLPLGHIK 54.34 2925.582443 5.262883648 LKHA4_HUMAN[494-519] 
LNTAFDVAEKYLDIPKMLD LRKDDPLTNLNTAFDVAEK 90.59 2159.122223 1.556651108 ACTN1_HUMAN[196-214] 
LNTITYETLKYISKTPCRH HSSGQQNLNTITYETLK 86.17 1932.954102 2.261822976 RPC9_HUMAN[35-51] 
LNTVLYARDKWLAPDGLIF WLAPDGLIFPDRATLYVTAIEDRQYK 30.9 3050.586533 6.952105692 ANM1_HUMAN[174-199] 
LNVAITRAKHKLILLGCVP KLILLGCVPSL 30.53 1211.731155 5.748799947 DNA2L_HUMAN[1010-1020] 
LNVLHSLVDKSNINRQLEV IWNVHSVLNVLHSLVDK 81.66 1972.089432 3.848709839 IF3EI_HUMAN[221-237] 
LNVPQELYEKGYVKDVDDG RILNVPQELYEK 44.22 1500.829987 3.376131903 ACACA_HUMAN[277-288] 
LNYSCRFDSKHLAAALENL HLAAALENLNK 50.47 1192.656372 2.842394574 STRUM_HUMAN[975-985] 
LPISASHSSKTRSLVGGLL ADTSQEICSPRLPISASHSSK 63.19 2270.096085 0.672658752 NUP98_HUMAN[1020-1040] 
LPKPVQKPPKSNVNNNPGS ALTESTLPKPVQKPPK 30.18 1733.008698 1.22561416 STAU2_HUMAN[69-84] 
LPLRHPALFKAIGVKPPRG AIGVKPPRGILLYGPPGTGK 48.35 1990.17276 -0.09948885 TERA_HUMAN[232-251] 
LPNFDNNNIKGSLIITFDV KGEGLPNFDNNNIK 70.79 1558.773941 3.812611851 DJB11_HUMAN[302-315] 
LPNIMKAKKKKIEVIKPGD KIEVIKPGDLGVDLTSK 45.67 1811.040405 4.637665718 ETFB_HUMAN[205-221] 
LPNLVCCSAKNLRDIDEVS NLRDIDEVSSLLRTSIMSK 57.26 2176.15213 5.189894513 TCPQ_HUMAN[153-171] 
LPNMKYVKVKVNFSDRVFK VNFSDRVFK 38.12 1110.582199 2.919189595 FERM2_HUMAN[113-121] 
LPPNGDPNFKLFIIRGSPQ LFIIRGSPQQIDHAK 50.6 1721.957672 3.368259333 FUBP2_HUMAN[474-488] 
LPPPVQTQIKGHASAPYFG GHASAPYFGKEEPSVAPSSTGK 50.88 2203.05455 1.371731808 MIMIT_HUMAN[131-152] 
LPQLRILDCKNIFGEPVNL QTLPQLRILDCK 31.46 1483.818069 4.591533249 LRCC1_HUMAN[189-200] 
LPRNQCEGIKKYVVGLIIK KYVVGLIIK 47.06 1031.674286 1.539245498 XPO1_HUMAN[104-112] 
LPSSDSKLNKPLSPQKETA LPSSDSKLNK 38.41 1087.587311 -4.384935308 CCD33_HUMAN[935-944] 
LPSSQKSKRAKHFLELKSF KHFLELKSF 32.79 1147.638962 3.66143024 CA043_HUMAN[234-242] 
LPTTPISEQKGGKPEPPAM KPLPDHVSIVEPKDEILPTTPISEQK 47 2909.574966 5.098682857 RS3_HUMAN[202-227] 
LPVHTEISWKADGKIMALG LPVHTEISWK 33.61 1208.65535 2.046075418 GEMI5_HUMAN[536-545] 
LPVISAENWKPATKTDQVI PATKTDQVIQSLIALVNDPQPEHPLRADLAEEYSK 80.6 3886.0112 7.53265971 UB2L3_HUMAN[97-131] 
LPVLRSGHVKAFAHITGGG AFAHITGGGLLENIPRVLPEK 80.71 2231.242615 7.510164913 PUR2_HUMAN[677-697] 
LPYLIDGTHKITQSNAILR ITQSNAILRYIARK 31.9 1645.962723 1.031007553 GSTM2_HUMAN[70-83] 
LQAARMAGLKVLQLINDNT VLQLINDNTATALSYGVFRRK 30.34 2378.307007 5.367263336 HYOU1_HUMAN[199-219] 
LQAEAQQLRKEERSWEQKL AELERLQAEAQQLRK 49 1781.974731 1.622918636 CDC37_HUMAN[79-93] 
LQAEQAAAEKRHREELEQS HLCQQLQAEQAAAEK 112.98 1723.831131 1.004158684 NUMA1_HUMAN[1365-1379] 
LQAERNKPTKNMINIISRL NMINIISRLQEVFGHAIK 46.52 2082.140778 5.270536995 SYRC_HUMAN[72-89] 
LQALDEEYLKVDAQFGGID VDAQFGGIDQRK 33.63 1332.678619 2.613533338 SYYC_HUMAN[179-190] 
LQANCYEEVKDRCTLAEKL HELQANCYEEVK 66.14 1518.677261 1.503281875 COF1_HUMAN[133-144] 
LQAQVRIGGKGTAHRKKKV QAQVRIGGK 60.5 955.556305 -1.342673366 BT3L3_HUMAN[45-53] 
LQCTVPCRYKASQRLISQD ASQRLISQDIHSNTYNYK 75.38 2137.055191 2.093067142 NMD3_HUMAN[222-239] 
LQDAFLLQEENVRDTQQVT NVRDTQQVTTLQLP 30.73 1611.858047 1.671983463 ZN496_HUMAN[203-216] 
LQDYFDGNLKRYLKSEPIP ALERFLQDYFDGNLK 69.68 1827.915527 5.861868255 PDIA3_HUMAN[348-362] 
LQEEVNINRKKRIPDTRVH YLQEEVNINRK 39.11 1404.736084 1.892170373 SEPT9_HUMAN[390-400] 
LQELDNPGAKRILELDQFK RILELDQFK 45.42 1160.655334 4.589648489 KU70_HUMAN[115-123] 
LQEQIEAIHKAKGLVPEDD VTWDGHSGSMARTQQAAQANITLQEQIEAIHK 45.71 3518.732437 3.51916499 SF3A1_HUMAN[500-531] 
LQERELLPVKKFESEILEA KFESEILEAISQNSVVIIRGATGCGK 69.57 2805.469452 9.003840688 DHX9_HUMAN[392-417] 
LQERSLFEKKRGAPPSSNI RGAPPSSNIEDFHGLLPK 58.91 1934.000992 1.581695156 MATR3_HUMAN[270-287] 
LQEVFGHAIKAAYPDLENP NMINIISRLQEVFGHAIK 46.52 2082.140778 5.270536995 SYRC_HUMAN[72-89] 
LQFALESPAKSPASSSSKN SLNFARNHLLQFALESPAK 59.78 2155.153778 4.02569881 RAD18_HUMAN[84-102] 
LQFYSLQSDKQLYNLDIIQ ALVLNGKPGHLQFYSLQSDK 68.11 2214.179688 2.598705079 WDR75_HUMAN[348-367] 
LQGLDYLHTKCRIIHTDIK KIIQQVLQGLDYLHTK 66.65 1896.083267 3.478222774 SRPK1_HUMAN[362-377] 
LQGLQTPSCKIQKLSLQNC DISSALRVNPALAELNLRSNELGDVGVHCVLQGLQTPSCK 63.57 4330.216171 4.434420648 RINI_HUMAN[47-86] 
LQGVSHIIVDEVHERTEES RLEGDTALQGVSHIIVD 31.52 1821.958481 -4.829418503 DHX57_HUMAN[652-668] 
LQHADEEREKTYKLAENID EQSGTIYLQHADEEREK 62.31 2031.949722 3.784050322 NUP62_HUMAN[416-432] 
LQHLCYRNDKVKTDVRKLK SNAAAYLQHLCYRNDK 36.04 1922.905685 2.749484825 CTND1_HUMAN[384-399] 
LQHLDLLNNKLVTLPVSFA LQQLPADFGRLVNLQHLDLLNNK 45.7 2658.460541 5.826680427 LRC59_HUMAN[74-96] 
LQIKLERLEKLCRALQTER LCRALQTERNELNEK 30.95 1872.94754 -0.890574864 TXLNG_HUMAN[437-451] 
LQIYRDNFEKAYLDSTERF LQIYRDNFEK 30.44 1324.677521 2.167319936 CUL5_HUMAN[195-204] 
LQLEAEEQRKQKKRQSVSG ELVRQLQLEAEEQRK 36.97 1868.01152 1.008559091 LRC47_HUMAN[411-425] 
LQLGVPVNDKDDAGWSPLH DDAGWSPLHIAASAGRDEIVK 39.18 2207.097076 4.555757927 PSD10_HUMAN[70-90] 
LQLRYQEISKRTQPPPKLP LQLRYQEISK 38.33 1276.713898 4.351797226 NDUA7_HUMAN[24-33] 
LQNDEVAFRKFKLITEDVQ GRVFEVSLADLQNDEVAFRK 69.34 2292.186234 2.851862516 RS3A_HUMAN[64-83] 
LQNLEETIEYNEILEWVNS NEILEWVNSLQPARVT 30.66 1867.979187 4.199725594 RNF41_HUMAN[197-212] 
LQNWLDIKRTLLMIKFAEK LLQNWLDIKRT 40.87 1398.798309 -7.588656586 SG269_HUMAN[1690-1700] 
LQPFNVLYEKEGEFVAQFK HELLQPFNVLYEK 43.87 1628.856216 4.922472543 PA2G4_HUMAN[299-311] 
LQPGPEDTGKACGVDFEIR LGQHAHPFFFTIPQNLPCSVTLQPGPEDTGK 51.61 3432.692535 9.420301897 ARRB2_HUMAN[109-139] 
LQPNPASRAKLTMLNTVSK AVTEVLARTIEYLQPNPASRAK 61.11 2426.32811 4.089306784 SH3G1_HUMAN[46-67] 
LQRAPQCLGKFIEIAARKK LNTLLQRAPQCLGK 70.25 1610.892624 3.364594213 HNRPU_HUMAN[551-564] 
LQRCVSLEPKNKVFQEALR LGRLDQAVLDLQRCVSLEPK 41.17 2309.252533 4.433469209 UN45A_HUMAN[105-124] 
LQREKEFKAKEAAALGSRG EAAALGSRGSCSTEVEKETQEK 53.13 2366.101944 -0.977557204 VATG1_HUMAN[59-80] 
LQRRILILGKLNNLVKEWI LIETLKPFGVFEEEEELQRRILILGK 30.79 3098.737915 7.099019215 PAPOA_HUMAN[42-67] 
LQSESKPPKKKKKKRRQKE GQDPGAPQLQSESKPPKK 57.21 1890.979919 -1.077219266 GPTC4_HUMAN[187-204] 
LQSFEFRVGATDRGSPALS TDRGSPALSSEALVRLL 30.15 1783.979187 -1.668180897 PCDB6_HUMAN[532-548] 
LQSGSLRLGKSEAPETPME LHNELQSGSLRLGK 45.48 1550.852859 2.052419081 RRP12_HUMAN[58-71] 
LQSQSGLLSLLLLGLGDKD MALRGALQSQSGLLSL 36.91 1643.902847 -0.563901937 STK36_HUMAN[1141-1156] 
LQSVQVFGRKKTATAVAHC GPLQSVQVFGRK 30.42 1314.740829 3.326891433 RS16_HUMAN[5-16] 
LQTFIKLLLSIPHSDLLDY IPHSDLLDYPKLSQSYYS 30.3 2125.036758 6.457300067 XPO7_HUMAN[875-892] 
LRALARSGMKIGRIEDVTP TPGPGAQSALRALARSGMK 35.14 1868.00502 3.496243281 RS14_HUMAN[107-125] 
LRALLLAHKKKAGLASPEE KAGLASPEEEDAVGKEPLK 104.71 1967.021088 2.417360967 TIM_HUMAN[1144-1162] 
LRASMTNLVKMGFPSKTDS YLRASMTNLVK 30.94 1294.706711 1.745569078 XPO5_HUMAN[397-407] 
LRATCTTKVKANSVKQEFE ANSVKQEFEKQDELK 52.68 1791.900253 2.778614486 CAND1_HUMAN[1159-1173] 
LRATGGNRTKTPGPGAQSA TPGPGAQSALRALARSGMK 35.14 1868.00502 3.496243281 RS14_HUMAN[107-125] 
LRDCYASVFKALEHSALAI LRDCYASVFK 50.39 1257.617584 3.059753656 PYRG2_HUMAN[310-319] 
LRDIETFYNTSIEEMPLNV RTLRDIETFYNT 35.28 1527.768143 4.327227289 IF4A1_HUMAN[382-393] 
LRDILLQGLKAIGSKDDGK LLDYTEKPLYENLRDILLQGLK 50.6 2646.463196 4.710437696 VRK1_HUMAN[308-329] 
LRELALGSNKLGDVGMAEL ASLRELALGSNK 39.42 1257.704056 6.22403972 RINI_HUMAN[227-238] 
LRELNITAAKEIEVGGGRK AQLRELNITAAK 61 1326.761902 4.8991458 RS7_HUMAN[38-49] 
LRERIRKGLQLYSSEPTEP RERIRKGLQ 30.36 1154.699585 -4.922492459 PRP8_HUMAN[1744-1752] 
LRGLGVEIAKNIILGGVKA RLQTSSVLVSGLRGLGVEIAK 58.02 2182.279739 3.16366407 UBA1_HUMAN[69-89] 
LRGPKNEVEKCTKYMQKMV SDIVQLRGPKNEVEK 48.58 1710.926422 2.384088496 VIGLN_HUMAN[551-565] 
LRIEEELGSKAKFAGRNFR YNQLLRIEEELGSK 68.92 1690.888947 4.006768163 ENOA_HUMAN[407-420] 
LRILFNNAVKKRLMTDRRI NNLRILFNNAVK 60.25 1414.804443 2.133863811 ASNS_HUMAN[233-244] 
LRKADIDLTKRAGELTEDE RAGELTEDEVERVITIMQNPRQYK 44.95 2874.465744 2.298861976 RS18_HUMAN[55-78] 
LRKCLEELQKRFILNLPTF RFILNLPTFSVRIIDK 34.05 1931.135635 5.248725059 PSB2_HUMAN[170-185] 
LRKQEESVQKQEAMRRATV QQQLLNEENLRKQEESVQK 54.99 2340.203293 3.931709706 ATD3A_HUMAN[195-213] 
LRLLCSQVLKELLGQGIDY LRLLCSQVLK 47.81 1228.732544 3.060063818 COMD4_HUMAN[30-39] 
LRLLEIVSYKIIGVHQEDE LRLLEIVSYK 39.69 1232.749222 4.471306817 UBP7_HUMAN[939-948] 
LRLPEGDLGKEIEQKYDCG EIEQKYDCGEEILITVLSAMTEEAAVAIK 54.9 3252.614487 6.691540017 IF5A1_HUMAN[122-150] 
LRLPLQDVYKIGGIGTVPV PLRLPLQDVYK 54 1340.781601 1.57445478 EF1A1_HUMAN[245-255] 
LRQQQELFAKARQQQAELA ASSRLENLGIPEEELLRQQQELFAK 32.12 2897.524612 5.625836596 NC2B_HUMAN[104-128] 
LRRATVECVKDQFGFINYE FQLCVLGQNAQTMAYNITPLRRATVECVK 49.65 3380.715546 6.08036959 CSDE1_HUMAN[654-682] 
LRSHNLMDRKVLAIMREHG VLAIMREHGLNPDVVQNIQDICNSK 106.52 2862.448013 5.694426563 ZCCHV_HUMAN[198-222] 
LRSSGTVYPKRPEKPVPPP RPEKPVPPPPPIAK 35.36 1521.903107 1.757010672 CD2AP_HUMAN[412-425] 
LRSSVGSPLRLCCRDLRAE REALRSSVGSPLR 33.93 1426.80043 4.571066747 LRC14_HUMAN[182-194] 
LRSVCLIGDKEQRAAFVRD RWVPTLRSVCLIGDK 30.93 1798.98761 2.725421772 SMCA5_HUMAN[250-264] 
LRTVSLGAGAKDELHIVEA KDELHIVEAEAMNYEGSPIKV 84.04 2371.172913 3.638705534 NPM_HUMAN[54-74] 
LRVDQIIMAKPAGGPKPPS PAGGPKPPSGKKDWDDDQND 79.43 2122.955582 2.680225648 TCPQ_HUMAN[529-548] 
LRVLGEAQTKAQHQQALSS AQHQQALSSLELLNVLFRTCK 34.93 2455.300537 7.092410781 MBB1A_HUMAN[1077-1097] 
LRYLSHSEFKDLILPTIQK YLLDSCAPLLRYLSHSEFK 61.32 2311.167053 5.949375222 GCN1L_HUMAN[241-259] 
LRYYVGHKGKFGHEFLEFE FGHEFLEFEFRPDGK 65.98 1853.873688 0.956915248 MGN2_HUMAN[19-33] 
LSAPLQFRSKEVSKSNVVD TMSIVSYNHLGNNDGENLSAPLQFRSK 56.56 2991.450836 7.015325055 INO1_HUMAN[326-352] 
LSAVARVELKGTVRPANDF GTVRPANDFNPDADAK 44.13 1686.796158 2.788718707 ANXA6_HUMAN[355-370] 
LSDGLEEVQKAEMKAYMEL GHSLSDGLEEVQK 60.81 1397.678665 3.068659562 MTX2_HUMAN[96-108] 
LSDNDYDGIKKLLQQLFLK KLLQQLFLK 62.34 1129.72229 4.084189575 BCCIP_HUMAN[76-84] 
LSDSERDMKKELQLIPDQL ELQLIPDQLRHLGNAIK 51.2 1957.110855 4.409050197 NUP88_HUMAN[664-680] 
LSDTVRTVLKQEMNRLFGA QEMNRLFGATNPK 31.37 1504.745621 1.914609327 NARG1_HUMAN[736-748] 
LSERCAQYKKDGADFAKWR GVVPLAGTNGETTTQGLDGLSERCAQYKK 94.37 3049.51387 3.722232619 ALDOA_HUMAN[112-140] 
LSFALADKTKARIVLANDP ARIVLANDPDADRLAVAEK 30.72 2036.10141 2.451744287 PGM2_HUMAN[315-333] 
LSGDHCIIGRTLVVHEKAD KDGVADVSIEDSVISLSGDHCIIGR 73.1 2641.301758 6.339676998 SODC_HUMAN[92-116] 
LSGPFTYTAKRPSDIKFKP RALVAIGTHDLDTLSGPFTYTAK 74.08 2446.285629 4.007708619 SYFB_HUMAN[154-176] 
LSHDTLVTTKTRALTVAHE HLVAEFVQVLETLSHDTLVTTK 62.44 2479.33226 5.453887814 CEBPZ_HUMAN[341-362] 
LSKKGFYLAFQDVGACIAL QDVGACIALVSVRVF 31.41 1632.865784 -1.300168098 EPHA4_HUMAN[186-200] 
LSLAPVNIFKAGADEERAE AGADEERAETARLTSFIGAIAIGDLVK 75.32 2773.460983 8.044100904 TCPB_HUMAN[14-40] 
LSLERPTMIKYGINNIREL YGINNIRELVGHK 48.93 1511.820831 2.770830983 SYFA_HUMAN[469-481] 
LSLLRRPGEKTYTQRCRLF TYTQRCRLFVGNLPADITEDEFK 81.57 2772.354111 6.792422341 SFPQ_HUMAN[292-314] 
LSLRLSDCGLGDLAITSLL GDLAITSLLLLNQ 31.82 1369.781662 1.006729786 RRP5_HUMAN[805-817] 
LSNGKPRDNKQAGVFEPTI WIGLDLSNGKPRDNK 49.18 1711.900543 3.961094602 TCPA_HUMAN[485-499] 
LSNRPIFPGKHYLDQLNHI HYLDQLNHILGILGSPSQEDLNCIINLK 98.08 3216.660095 6.362810927 MK01_HUMAN[232-259] 
LSNVKFIQEKKLIGRYFDE KLIGRYFDEISQDTGK 59.65 1868.963211 1.644227121 ERF1_HUMAN[285-300] 
LSQLKQLLKKEWLRSPDNP EWLRSPDNPMNQRAVPFNAPK 40.79 2466.22261 4.456613104 CC124_HUMAN[203-223] 
LSQPQQNKPKKKEKDKKEK AVHEQLAALSQPQQNKPK 68.16 1986.064636 0.07351221 BRD4_HUMAN[520-537] 
LSQQAASVVKQEGGDNDLI IRVLSQQAASVVK 59.39 1397.835434 2.525333036 PUR8_HUMAN[403-415] 
LSRDSTLGGKAFHITNDEP NLVDFTFVENVVHGHILAAEQLSRDSTLGGK 54.62 3365.736816 5.227681474 NSDHL_HUMAN[233-263] 
LSRPHGDTAKKPIIGILMQ KPIIGILMQK 42.64 1139.710007 2.075089264 GGH_HUMAN[33-42] 
LSRSLDDALKLTEQPELAN EPPQGAHFLSRSLDDALK 46.89 1980.00647 4.117158264 DYR_HUMAN[82-99] 
LSSEALVRLLVLDANDNSP TDRGSPALSSEALVRLL 30.15 1783.979187 -1.668180897 PCDB6_HUMAN[532-548] 
LSSLLPQSKKSPSRLSPAQ SPSRLSPAQGPPQPQSSAKK 40.87 2047.081024 -0.006350506 WDR91_HUMAN[272-291] 
LSSQLSNLQKESRACLERI ESRACLERIQELEDLLAK 34.51 2172.120804 2.950112161 LMNB1_HUMAN[313-330] 
LSTCNDLIAKHGTALQRSL TELQNTLRTLSSKVEDLSTCNDLIAK 68.27 2948.512436 5.930108955 OSBP1_HUMAN[205-230] 
LSVWAEMLDKSPIRYIPQV SPIRYIPQVK 30.95 1199.702621 3.34499561 ACPH_HUMAN[655-664] 
LSWQFSSTTKRGLSIEQLT RGLSIEQLTTLAEK 34.68 1557.872589 4.508070846 STAT3_HUMAN[518-531] 
LTASHCLHGKEIRSQLNEK NVFEALSELIILTASHCLHGK 70.55 2351.230728 5.474579694 CP51A_HUMAN[193-213] 
LTDEATDEEKRQELVNFLK RQELVNFLK 55.11 1145.65567 2.716348447 SMEK1_HUMAN[328-336] 
LTDPDGALAKRLLLQLEAT RLLLQLEATK 44.38 1183.728821 2.08747135 DCTN2_HUMAN[176-185] 
LTDSHVKVQKAGQQALRQI AGQQALRQIGSVIRNPEILAIAPVLLDALTDPSRK 62.62 3723.115875 5.210152101 GCN1L_HUMAN[1557-1591] 
LTEADVGITKFVSSHQGFS HGLTEADVGITK 85.51 1239.64592 3.188007104 PUS7_HUMAN[107-118] 
LTEAPLNPRKNRERAAEVF DQLQTFSEEHPVLLTEAPLNPRK 85.85 2661.376205 4.004319262 ACTZ_HUMAN[97-119] 
LTEFNTAHNKRISTLTIEE RISTLTIEEGNLDIQRPK 51.56 2082.14328 1.782298094 PP1R8_HUMAN[176-193] 
LTENGKVILKNFLYDIAGC NFLYDIAGCSGTFTVQNRELECIREIK 58.38 3232.564499 7.960243332 GUAA_HUMAN[205-231] 
LTESGLTSQDIDCIAYTKG RAVILDLLQEALTESGLTSQD 33.26 2271.195786 -0.925943951 OSGEP_HUMAN[50-70] 
LTEYLSTHYKAPRMVLAAA LSRADLTEYLSTHYK 42 1795.910431 1.55965462 QCR1_HUMAN[211-225] 
LTGEVVALKKIRLDTETEG IRLDTETEGVPSTAIREISLLK 40.08 2440.353668 6.074529358 CDK2_HUMAN[35-56] 
LTGLAVGLRKKFGQYAGHV KFGQYAGHVVPTILEK 32.34 1785.977753 1.024088904 CKAP5_HUMAN[354-369] 
LTGSHDYPAKKMKTTEKGF TESDERNGSGTLTGSHDYPAK 48.79 2220.988327 -1.632156259 K0907_HUMAN[533-553] 
LTHDSPSVRKTHCSGRKHK FYCDYCDTYLTHDSPSVRK 65.39 2426.030746 1.956281885 RU1C_HUMAN[4-22] 
LTHLNLSGNKIKDLSTIEP CPNLTHLNLSGNK 83.02 1466.72998 0.81269219 AN32A_HUMAN[87-99] 
LTHLNLSGNKLKDISTLEP LPNLTHLNLSGNK 35.24 1419.783386 4.63239679 AN32B_HUMAN[87-99] 
LTIKTESTLKTTQFSCTLG TTQFSCTLGEKFEETTADGRK 71.61 2405.116913 1.472277701 FABP5_HUMAN[62-82] 
LTLEERVHFKQRITADLLS QRITADLLSNGIDVYPQKEFDEDSEDRLVNEK 79.85 3735.822739 4.170701098 SEPT9_HUMAN[459-490] 
LTLIAGSPLKIDLRPVLGE IDLRPVLGEGVPILASFLRK 31.28 2192.304489 4.777164875 CAND1_HUMAN[642-661] 
LTLRQIVLSKVDQSLHTNT LVASRLVNTGLLTLRQIVLSK 39.34 2293.420914 5.484819609 NEUL_HUMAN[563-583] 
LTNEHERVVKAASGALRNL AASGALRNLAVDARNK 52.39 1625.896103 0.024601818 CTND1_HUMAN[729-744] 
LTPEEQLADKLRLKKLQEE RLEEPEEPKVLTPEEQLADK 65.2 2349.206314 1.382594615 EIF3J_HUMAN[98-117] 
LTPIFKDYEKYLANIEQQH HVNTNPLCDLTPIFKDYEK 75.52 2303.12561 2.233052326 NUP50_HUMAN[174-192] 
LTPLGRILAKLPIEPRFGK AIEPPPLDAVIEAEHTLRELDALDANDELTPLGRILAK 31.57 4118.189865 4.144296538 DHX9_HUMAN[820-857] 
LTQGFTNWTKRDFNQFIKA RDFNQFIK 36.54 1066.555969 1.174809421 SMCA1_HUMAN[863-870] 
LTRAVEELHKLLKEAGEAN SNELTRAVEELHK 30.29 1524.789581 0.12001656 TPR_HUMAN[300-312] 
LTRAYAKDVKFGADARALM FGADARALMLQGVDLLADAVAVTMGPK 49.87 2729.424438 6.380466064 CH60_HUMAN[32-58] 
LTSAFSPHTKPWIGLAEAL PWIGLAEALGTLMRAWAGSPK 41.22 2224.182648 4.933947313 SERA_HUMAN[331-351] 
LTSGENLARKRNFTAKSPL IPQSHIQQICETILTSGENLARK 39.98 2635.375153 4.279846073 LANC1_HUMAN[174-196] 
LTSLNEEYTKNKTEYEEAQ NKTEYEEAQDAIVK 41.68 1636.794388 3.142728273 MSH2_HUMAN[566-579] 
LTSMHFYGWKQGLKTGMYY LTSMHFYGWK 34.06 1268.601212 4.873083788 RIR1_HUMAN[720-729] 
LTSQPNNRLKEAISTSKEQ SKPVETPPEQNGTLTSQPNNRLK 59.47 2534.308853 3.053692525 SNP29_HUMAN[125-147] 
LTSSASAIRKLMRKAELMG LPRPLTSSASAIRK 33.18 1495.883423 2.00349837 PHF14_HUMAN[565-578] 
LTTKWLLRGKDHVVSDFSE DHVVSDFSEHGSLK 94.73 1555.7267 0.052708487 P5CS_HUMAN[768-781] 
LTTNDIVISKLTQILSYLR LTQILSYLRQGTRNK 39.47 1790.016235 1.987132815 RED_HUMAN[282-296] 
LTVKEFLDLEQSGTLLEVG FLTVKEFLDLE 30.38 1352.722763 -4.702367827 MAGI1_HUMAN[161-171] 
LVAAVEDVRKQGDLMKAAA ESQFLKEELVAAVEDVRK 54.78 2089.105499 3.969641554 CTNA1_HUMAN[82-99] 
LVAPALNKPKKPLTSSSAA KPLTSSSAAPQRPISTQR 68.13 1924.048996 -1.249448431 MARE1_HUMAN[151-168] 
LVDTGIGMTKADLINNLGT ELKIDIIPNPQERTLTLVDTGIGMTK 62.92 2894.578674 4.987945268 HS90B_HUMAN[70-95] 
LVDVIEDKLKGEMMDLQHG GEMMDLQHGSLFLRTPK 46.89 1958.970627 2.269048825 LDHA_HUMAN[60-76] 
LVEALCGFQKPISTLDNRT PISTLDNRTIVITSHPGQIVK 66 2288.285233 4.430828751 DNJA1_HUMAN[276-296] 
LVEIGESLNIGVVQTAYAN KELLVEIGESLNI 41.06 1455.81842 -0.679342964 AGM1_HUMAN[310-322] 
LVGGSTRIPKIQKLLQDFF SQIHDIVLVGGSTRIPK 49.23 1819.031586 3.962548015 HSP7C_HUMAN[329-345] 
LVGGSTRIPKIQQLVKEFF KSDIDEIVLVGGSTRIPK 81.43 1926.078583 1.007227855 GRP78_HUMAN[353-370] 
LVGGSTRIPKVQKLLQDFF AQIHDLVLVGGSTRIPK 62.85 1803.036667 2.80360355 HSP71_HUMAN[329-345] 
LVGIDIFTGKKYEDICPST KYEDICPSTHNMDVPNIK 67.21 2159.997955 3.470373656 IF5A1_HUMAN[68-85] 
LVHMIEHAQKELQKLRKHI VYNENLVHMIEHAQK 59.65 1823.898819 2.387742102 SPF27_HUMAN[137-151] 
LVHPFRALGKNSELLVVSA ASQGSTLVHPFRALGK 54.45 1667.910736 1.904178642 NOP14_HUMAN[628-643] 
LVHWAECLQKTGSGLNSFY HGLQPALLVHWAECLQK 63.08 1999.046173 3.230540688 RBP2_HUMAN[568-584] 
LVICETSEQKTNLEDVGRR TNLEDVGRRLGQHVVGMAPLSVGSLDDEPGGEAETK 78.58 3732.837723 4.987626407 EFTS_HUMAN[247-282] 
LVKKIQPLAKATSRSGCKV ATSRSGCKVDLGGFAGLFDLK 96.21 2198.115402 6.62931527 PUR2_HUMAN[460-480] 
LVKLDLSKNKLQQLPADFG LQQLPADFGRLVNLQHLDLLNNK 45.7 2658.460541 5.826680427 LRC59_HUMAN[74-96] 
LVLERVHFEKYNQRFGNDG YNQRFGNDGLHEPLDWAQEEGK 41.96 2602.183655 0.313967079 TRUA_HUMAN[343-364] 
LVNHFVEEFKRKHKKDISQ ATAGDTHLGGEDFDNRLVNHFVEEFK 83.66 2917.363113 4.479387548 HSP71_HUMAN[221-246] 
LVPAFQNLMKDCEAEVRAA DCEAEVRAAASHK 64 1442.657196 -1.264333623 2AAA_HUMAN[293-305] 
LVPHFPARVKVEPAVDTSR YGGELVPHFPARVK 40.5 1568.846344 0.106447646 FLNB_HUMAN[1208-1221] 
LVQAFQFTDKHGEVCPAGW HGEVCPAGWKPGSDTIKPDVQK 45.18 2405.179794 -0.138451188 PRDX1_HUMAN[169-190] 
LVQAFQYTDKHGEVCPAGW HGEVCPAGWKPGSETIIPDPAGK 64.04 2402.168884 4.232841441 PRDX4_HUMAN[241-263] 
LVQQLRRTYKYFKDYRQMI IPDEFDNDPILVQQLRRTYK 42.39 2459.280853 7.684766861 TIM50_HUMAN[98-117] 
LVQQWPQMQKSAIKDAEED SAIKDAEEDDDTGGINLHK 38.3 2026.944321 2.545703869 DDX10_HUMAN[706-724] 
LVQRNVNIFKFIIPNVVKY NLVQRNVNIFK 38.91 1343.767349 3.151587217 LDHA_HUMAN[108-118] 
LVRDAFALAKEKAPSIIFI LVRDAFALAK 33.76 1102.649857 4.711377748 PRS6A_HUMAN[267-276] 
LVRNEASATKCIACQNPGK KEGQWDCSVCLVRNEASATK 63.57 2337.084152 -1.159992462 RBP2_HUMAN[1606-1625] 
LVTDLTKVHTECCHGDLLE ECCHGDLLECADDRADLAK 51.26 2246.93544 2.799813421 ALBU_HUMAN[268-286] 
LVTVMLSGIKCPTFRREAD CPTFRREADGSETPEPFAAEAK 64.41 2465.128113 3.597378957 SND1_HUMAN[228-249] 
LVVNKTIFAKVDRLAGIIN VDRLAGIINFQRPK 31.16 1625.936539 2.978591036 PSD12_HUMAN[406-419] 
LVYRDQNKYKEAAHLLNDA EAAHLLNDALAIREK 35.34 1662.905258 3.947909821 KLC2_HUMAN[258-272] 
LWDYTFGPEKLNIDTRNCK HLWDYTFGPEK 37.18 1391.651001 4.191424427 ARP2_HUMAN[87-97] 
LWREAGLSWKEFLPEGQDI VGTLWREAGLSWK 36.52 1501.804138 4.818204862 IF4G1_HUMAN[1393-1405] 
LWRLNNKSAKVRQQAADLI VRQQAADLISRTAVVMK 41.07 1885.056732 4.015794258 SF3B1_HUMAN[947-963] 
LWTYKAFLPAMIANDHGHL MIANDHGHLVCISSSAGLSGV 32.32 2140.004135 9.450916318 RDHE2_HUMAN[164-184] 
LYCTTGVLLRRLEGDTALQ RLEGDTALQGVSHIIVD 31.52 1821.958481 -4.829418503 DHX57_HUMAN[652-668] 
LYDICFRTLKLTTPTYGDL LTTPTYGDLNHLVSATMSGVTTCLRFPGQLNADLRK 42.3 3947.003357 6.763358828 TBB2A_HUMAN[217-252] 
LYELEENTDKAVECYRRSV AVECYRRSVELNPTQK 30.17 1948.978867 0.238073387 RBP2_HUMAN[79-94] 
LYFHIGETEKRCFIEEIPD LYFHIGETEK 42.18 1235.618622 3.658086662 TMED4_HUMAN[30-39] 
LYIISVKGIKGRLNRLPAA GRLNRLPAAGVGDMVMATVK 33.03 2055.108124 3.945291202 RL23_HUMAN[47-66] 
LYNEFVLTTKNYIRTCTDI NYIRTCTDIKPEWLVK 38.47 2035.056061 2.669705324 DHX15_HUMAN[745-760] 
LYNLYSSEGKGVFDCRTNV GVFDCRTNVLGHLQQGGAPTPFDRNYGTK 42.2 3204.552353 2.845639264 K6PL_HUMAN[649-677] 
LYRRSQALEKLGRLDQAVL LGRLDQAVLDLQRCVSLEPK 41.17 2309.252533 4.433469209 UN45A_HUMAN[105-124] 
LYSEERNYSQMRIRAKQWA GAFVGALYSEERNYSQ 31 1789.827103 1.977285959 PLPL7_HUMAN[963-978] 
LYSNFLDTLKNPEFNKMVL RVSIEPNFHSLYSNFLDTLK 56.78 2379.222275 5.529538008 CNOT1_HUMAN[1138-1157] 
LYVLGHEAMKRLQTSSVLV NGSEADIDEGLYSRQLYVLGHEAMK 58.15 2794.323166 3.119181098 UBA1_HUMAN[44-68] 
MAALEEGLKKIFLAAKKKK KMAALEEGLKK 30.65 1232.67981 -2.002141984 CHD1L_HUMAN[816-826] 
MAAVKTLNPKAEVARAQAA AEVARAQAALAVNISAARGLQDVLRTNLGPK 34.02 3172.779221 3.699910767 TCPZ_HUMAN[11-41] 
MACAISILGKSLADELALV SLADELALVDVLEDKLKGEMMDLQHGSLFLQTPK 77.75 3782.947418 6.580847485 LDHB_HUMAN[44-77] 
MACAISILMKDLADELALV ITVVGVGAVGMACAISILMK 60.38 1989.082504 6.681472475 LDHA_HUMAN[23-42] 
MADKILSTGKYLNVVRECG YLNVVRECGHDVTCPVAK 53.58 2116.019394 0.216916726 GCP2_HUMAN[456-473] 
MAGKSMQLLKNLQCAESTT NLQCAESTTCQAGARDAERK 41.64 2265.022598 -1.18630163 GCP5_HUMAN[571-590] 
MALYADVGGKQFPVTRGQD NRVQNMALYADVGGK 82.7 1634.819855 3.920309617 SSRD_HUMAN[59-73] 
MALYVASHYKNSPNDLQML ASEVFLQRLMALYVASHYK 56.98 2225.166656 6.330312366 NAT10_HUMAN[521-539] 
MAMVDHCLKKALWFQGRCV ALWFQGRCVKVDLSEK 39.93 1935.003647 6.050117796 MATR3_HUMAN[556-571] 
MANVTKAFVGDSKDLVDPF DSKDLVDPFVEVSFAGQMGRT 43.26 2313.094742 -2.58571337 FR1L6_HUMAN[273-293] 
MAPKPGPYVKEMNDAAMFY LFNHLSAVSESIQALGWVAMAPKPGPYVK 57.37 3109.642273 6.344781254 CAP1_HUMAN[127-155] 
MASVQLAGAKRDALLLSFK RDALLLSFK 44.33 1061.623306 4.557171996 CPSF1_HUMAN[91-99] 
MATFISVQLKKTSEVDLAK KTSEVDLAKPLVK 30.97 1426.839508 -2.035968295 PDC6I_HUMAN[11-23] 
MCDIIYAGEKAQFAQPEIL AQFAQPEILIGTIPGAGGTQRLTRAVGK 49.66 2849.587555 3.230642969 ECHM_HUMAN[158-185] 
MCLFAGFQRKAVVVCPKDE MCLFAGFQRK 48.92 1256.615814 2.433520226 HNRPU_HUMAN[592-601] 
MDNSDPNWWKGACHGQTGM GACHGQTGMFPRNYVTPVNRNV 70.4 2474.169586 3.178844346 GRB2_HUMAN[196-217] 
MDVEKRGSAKELLQHQFLK ELLQHQFLK 33.91 1154.644775 4.208220662 PAK1_HUMAN[514-522] 
MECRNSPVTKTPPRDLPTI FLMECRNSPVTK 55.19 1480.716644 2.227299878 4EBP1_HUMAN[58-69] 
MEDAKVYVAKVDCTAHSDV VDCTAHSDVCSAQGVRGYPTLK 50.41 2420.121307 1.787100501 TXND5_HUMAN[119-140] 
MEEDLPENKKQALKEKELG ETKPEPMEEDLPENKK 34.1 1928.903671 -0.014516018 STIP1_HUMAN[208-223] 
MEKFKILLEKLMLAQDEER LMLAQDEERQASLADCLNHAVGFASRTSK 71.25 3217.560791 8.239782159 XPOT_HUMAN[635-663] 
MEKKVDVTSKAVTEVLART AVTEVLARTIEYLQPNPASRAK 61.11 2426.32811 4.089306784 SH3G1_HUMAN[46-67] 
MEQQTLSIAKAGIICQLNA AGIICQLNARTSVLAAANPIESQWNPKK 52.82 3049.613068 4.280870953 MCM4_HUMAN[601-628] 
MERFGSRNGKTSKKITIAD EGMNIVEAMERFGSRNGK 48.54 2023.956741 2.475349348 PPIA_HUMAN[134-151] 
MEVDIEERPKELVRKPYVL ELVRKPYVLNDLEAEASLPEK 77.12 2412.289978 2.900148848 U384_HUMAN[86-106] 
MFVMGVNHEKYDNSLKIIS RVIISAPSADAPMFVMGVNHEK 95.23 2368.20314 4.671896516 G3P_HUMAN[118-139] 
MGDAPSPEEKLHLITRNLQ LHLITRNLQEVLGEEK 73.84 1891.052673 0.919593634 SYYC_HUMAN[11-26] 
MGDIEGLIDKVNELKLDDN VNELKLDDNEALIEKLK 44.43 1983.08876 6.628044223 SRP54_HUMAN[307-323] 
MGFKPLVLLKKHHYLRPSL RFDDPGLMLMGFKPLVLLK 59.82 2189.210464 6.166149953 KU70_HUMAN[339-357] 
MGGSEEEFMKILDHLEVSC ILDHLEVSCNKPSTNK 43.37 1853.930527 0.612752195 FA29A_HUMAN[735-750] 
MGLALSSLNKHVEAVAYYK AYGRMGLALSSLNK 77.96 1479.786743 4.109375914 SGTA_HUMAN[161-174] 
MGRKKKKQLKPWCWYCNRD PWCWYCNRDFDDEK 41.35 1989.77742 5.28300296 ZN207_HUMAN[11-24] 
MGVLREFFTKLGITQLRFK LGITQLRFKPAYNPYTEPSMEVFSYHQGLK 50.92 3513.775467 4.062012537 SYFA_HUMAN[398-427] 
MHDCVVKLLKNHDEESLEC NHDEESLECLCRLLTTIGK 81.75 2287.093643 6.387582793 IF4G1_HUMAN[927-945] 
MHDVTAQDPKLLVHLKATR QLVARPDVVEMHDVTAQDPK 30.95 2247.131775 0.252321651 SF3B2_HUMAN[444-463] 
MHGVVGPYVKKILCEELGA IRIDAMHGVVGPYVK 34.57 1653.902481 2.546703961 PGM1_HUMAN[220-234] 
MIDVDSLTDKECDWLNNYH ECDWLNNYHLTCRDVIGK 44.84 2292.041565 2.359904848 XPP1_HUMAN[581-598] 
MIEPRTLQYKLLEPVLLLG VNGRPLEMIEPRTLQYK 43.63 2043.093491 1.003380418 RS16_HUMAN[34-50] 
MIILIESFPKSLVWLFSPF MIILIESFPK 31.5 1189.67804 7.684432 ABCA5_HUMAN[344-353] 
MITVVLEEAKEKWDCESIC EKWDCESICSTYSNLYNHPQLIK 62.38 2884.315979 6.970110122 LTV1_HUMAN[346-368] 
MKANPALYVLRERIRKGLQ RERIRKGLQ 30.36 1154.699585 -4.922492459 PRP8_HUMAN[1744-1752] 
MKDFQFRALKKVRIFDSPE DFQFRALK 32.66 1023.550156 5.115528506 NU214_HUMAN[16-23] 
MKEKVERILKHGINCFINR HGINCFINRQLIYNYPEQLFGAA 65.59 2737.34346 5.671191879 TCPB_HUMAN[285-307] 
MKFINDQYEKYLQEEVNIN YLQEEVNINRK 39.11 1404.736084 1.892170373 SEPT9_HUMAN[390-400] 
MKIYEKDEEKQRALLGYAD QRALLGYADNQCKLELQGVK 92.72 2303.205566 2.338479934 GLOD4_HUMAN[186-205] 
MKKANEDELKRLDEELEDA RLDEELEDAEK 59.37 1345.636093 0.899946134 PSMD6_HUMAN[83-93] 
MKPPAHEEAKAPSRGFVVR APSRGFVVRDAPWTASSSEK 44.13 2147.075958 2.921647917 VIGLN_HUMAN[1221-1240] 
MKVLHIDLWKCYLSYVRET CYLSYVRETK 47.28 1317.638702 1.904922796 CSTF3_HUMAN[103-112] 
MKVNYEQIVKAHQDNPHEG AHQDNPHEGEDQVSDQVK 76.56 2031.888229 -0.372559863 MLX_HUMAN[221-238] 
MKVVLISRSKDKLDQVSSE DKLDQVSSEIKEK 48.05 1517.793671 1.338785395 DHB12_HUMAN[85-97] 
MLDPAEKDEKGMPVTARVV LPFPIIDDRNRELAILLGMLDPAEKDEK 49.38 3220.716522 4.564201754 PRDX6_HUMAN[98-125] 
MLEKIDMIRKRLQNFSYDQ RLQNFSYDQREMILNPEGDVNSAK 51.57 2823.360947 1.071418092 RBM12_HUMAN[520-543] 
MLESPESLRSKVDEAVAVL KVDEAVAVLQAHQAK 83.7 1605.883835 -0.120183039 PABP1_HUMAN[606-620] 
MLGFRLDAVKSNAAAYLQH SNAAAYLQHLCYRNDK 36.04 1922.905685 2.749484825 CTND1_HUMAN[384-399] 
MLKRLEQTRKKAEAVVNTV KAEAVVNTVDISEREK 93.54 1786.942459 0.214332587 RRMJ3_HUMAN[763-778] 
MLWLNASREKIKSDHPGIS IKSDHPGISITDLSK 70.81 1609.867523 1.136118329 SSRP1_HUMAN[565-579] 
MMAELEKTVKKIEPGTAAD KIEPGTAADSQQIHEEK 76.57 1879.927536 -0.694175693 FACD2_HUMAN[1248-1264] 
MMPKYLNFVKGVVDSDDLP GVVDSDDLPLNVSRETLQQHK 51.21 2349.192459 4.806758151 ENPL_HUMAN[435-455] 
MMYGGMRGMKGLVYETSVL GLVYETSVLDPDEGIRFRGFSIPECQK 42.78 3111.533539 7.469950013 CISY_HUMAN[77-103] 
MNFKKEETAKLIEKLDIKL VFDAIMNFKKEETAK 71.76 1769.902176 2.496183156 EF2_HUMAN[300-314] 
MNIPLVSDPKRTIAQDYGV RTIAQDYGVLK 51.95 1262.698273 0.529817783 PRDX1_HUMAN[110-120] 
MNKFLSQLEITFRRDPNNY AGMNKFLSQLEI 33.73 1349.701294 -5.986509783 ABCE1_HUMAN[553-564] 
MNPNTDDLFKAVGDGIVLC ALENDPDCRHVIPMNPNTDDLFK 38.13 2710.247925 6.311599704 PLST_HUMAN[133-155] 
MNRFTVAELKQLVARPDVV QLVARPDVVEMHDVTAQDPK 30.95 2247.131775 0.252321651 SF3B2_HUMAN[444-463] 
MNWECAIPGKKGTPWEGGL KGTPWEGGLFK 60.57 1218.639709 3.737774148 UBC9_HUMAN[49-59] 
MNYEGSPIKVTLATLKMSV KDELHIVEAEAMNYEGSPIKV 84.04 2371.172913 3.638705534 NPM_HUMAN[54-74] 
MPNTLTEAEKLLTQHENIK LLTQHENIKNEIDNYEEDYQK 70.5 2635.240128 2.084440026 SPTB2_HUMAN[1100-1120] 
MPPEAKMRMKNIGRDTPTS NIGRDTPTSAGPNSFNK 68.34 1774.859818 2.003538513 PCNP_HUMAN[134-150] 
MPPKKDVPVKKPAGPSISK KPAGPSISKPAAKPAAAGAPPAK 42.34 2082.194901 -1.940740513 MYL6B_HUMAN[11-33] 
MPSDFEKGTKPFKPLEQLM PFKPLEQLMGVFPAASGNFLPPSWRK 59.85 2913.536362 7.510117356 XRN2_HUMAN[591-616] 
MQEEFSRDGKALERFLQDY ALERFLQDYFDGNLK 69.68 1827.915527 5.861868255 PDIA3_HUMAN[348-362] 
MQKNSNRSPYVLVCFQECE LEKLPEEFNMAEIMQKNSNRSPY 32.86 2783.325775 7.227684298 DYH11_HUMAN[4266-4288] 
MQLNTSIDLRTNVLNDAYE MQLNTSIDLR 38.1 1189.612488 -8.897014874 SYNE2_HUMAN[3238-3247] 
MQMLQNPDWKYRHAGLMAL EHIMQMLQNPDWK 55.66 1668.775208 5.137899915 IPO5_HUMAN[361-373] 
MQRNLVVIPKSVTPERIAE SVTPERIAENFK 52.35 1389.725204 1.660759979 ALDR_HUMAN[264-275] 
MQTYEVDLNKCGPMVLDAL AGDKPHMQTYEVDLNK 81.38 1844.872681 2.391492944 DHSB_HUMAN[52-67] 
MRAKRQKDRKAIARFQQGQ AIARFQQGQQGRQEQQEGPVGPAPSRPALQEK 45.75 3485.787582 -2.674288028 DDX54_HUMAN[600-631] 
MRALDEYYDKHFTEFVPLR YMRALDEYYDK 52.23 1465.654724 1.602014418 VATA_HUMAN[457-467] 
MRANVGKLLKGIDRYNPEN GIDRYNPENLATLERYVETQAK 70.6 2579.297928 4.262787901 EIF3K_HUMAN[17-38] 
MRLRQLGVAKKFGVLSDNF KFGVLSDNFK 51.12 1153.613159 4.102761799 PUR1_HUMAN[372-381] 
MRQIPYTMMKFACFERTVE FACFERTVEALYK 31.88 1632.796997 4.051942778 MPCP_HUMAN[235-247] 
MSHRSSDFAKIINNTENLV GVGISVLEMSHRSSDFAK 59.23 1918.957092 4.023018562 SERC_HUMAN[34-51] 
MSICSSLARKFPKLTIIGE ADRLAQMSICSSLARK 35 1805.923981 3.240446476 BPNT1_HUMAN[50-65] 
MSQANVSRAKAVRALKNNS SQANVSRAK 33.83 959.514816 0.371020847 NACA2_HUMAN[186-194] 
MSQHGCNAWKVYNENLVHM VYNENLVHMIEHAQK 59.65 1823.898819 2.387742102 SPF27_HUMAN[137-151] 
MSVEFEELLKARENPSEEA ARENPSEEAQNLVEFTDEEGYGRYLDLHDCYLK 68.32 3959.790771 7.260232084 SF3A3_HUMAN[116-148] 
MSVRLPPITKFAAEEARES FAAEEARESDWDGIIACHQGK 46.16 2389.075684 1.00415404 WDR36_HUMAN[447-467] 
MTDPIRILVKRDELTLEGI RDELTLEGIK 65.91 1172.640076 -0.702687906 IF4A3_HUMAN[243-252] 
MTEIVSRVSKRKLGRHVRA ERLDQPMTEIVSRVSK 52.54 1886.988373 6.819861841 UBA1_HUMAN[1009-1024] 
MTEMTGVSLKRGALVVEDN RGALVVEDNDSGVPVEETKK 57.63 2141.09642 0.300313425 PUS7_HUMAN[13-32] 
MVDFAMDVYKNLYSDDIPH NLYSDDIPHALREK 65.76 1669.842346 3.381157517 EIF3E_HUMAN[60-73] 
MVDSFKWYSVGYMKHLDRD GYMKHLDRDPEKLTHH 34.48 1975.968643 -7.262767074 NAL11_HUMAN[527-542] 
MVGGLFRNIKYNLDFWRKN YNLDFWRK 30.74 1140.571609 4.83354132 FCL_HUMAN[82-89] 
MVNHFIAEFKRKHKKDISE STAGDTHLGGEDFDNRMVNHFIAEFK 66.14 2907.324615 6.922859558 HSP7C_HUMAN[221-246] 
MVNIVVGDMGEGTTINASA DIVQNIVEEMVNIVVGDMG 30.33 2105.002075 -4.837524923 BIG1_HUMAN[327-345] 
MVPQLQLPEPPALSVMYSY PALSVMYSYLHSRKIKI 32 2005.11824 0.519670102 CC025_HUMAN[185-201] 
MVVDAVLAIKYTDIRGQPR YTDIRGQPRYPVNSVNILK 33.75 2232.201477 3.070959351 TCPA_HUMAN[181-199] 
MVVGESGLGKSTLINSLFL STLINSLFLTDLYSPEYPGPSHRIK 90.06 2847.480667 7.695925825 SEPT7_HUMAN[64-88] 
MVVNDAGRPKVQVEYKGET HWPFMVVNDAGRPK 75.26 1652.82457 -0.082283385 HSP7C_HUMAN[89-102] 
MVWEGLNVVKTGRVMLGET TGRVMLGETNPADSKPGTIR 70.61 2115.074249 0.077065852 NDK8_HUMAN[71-90] 

MVYLVNLSEKDYIRKKNKW HLFLTSKPMVYLVNLSEK 39.24 2118.154709 4.570959788 OLA1_HUMAN[217-234] 
MWNNLNDSEKQPYVTKVAK KLGEMWNNLNDSEK 85.37 1676.782776 4.315406923 HMG4L_HUMAN[62-75] 
MWNNTAADDKQPYEKKAAK KLGEMWNNTAADDK 128.25 1591.730026 2.411212918 HMGB1_HUMAN[128-141] 
MYQDKLASLKRQLQQLQEG RQLQQLQEGTLQEYQK 94.26 1989.027924 2.457481839 SDS3_HUMAN[82-97] 
MYSGELKFEKRTSSAQVEG SLTQVRAMMYSGELKFEK 66.13 2117.064896 1.268737678 IMDH2_HUMAN[475-492] 
NAAIATIKTKRSIQFVDWC RSIQFVDWCPTGFK 86.62 1739.845383 4.167611715 TBA1B_HUMAN[339-352] 
NAAIATIKTKRTIQFVDWC RTIQFVDWCPTGFK 55.53 1753.861038 4.671977895 TBA1A_HUMAN[339-352] 
NADMNTFPTFKFEDPKFEV KFEDPKFEVIEKPQA 46.35 1803.940674 4.106010861 ATP5J_HUMAN[94-108] 
NAGTNTDGFKEQGVTFPSG SLARRVYATILNAGTNTDGFK 48.27 2267.202209 -0.744529973 FAS_HUMAN[237-257] 
NAILRYIARKHNLCGESEK ITQSNAILRYIARK 31.9 1645.962723 1.031007553 GSTM2_HUMAN[70-83] 
NAKGDDALEKRFLDKALEL MNIPFRIGNAKGDDALEK 59.76 1988.014908 4.399363387 SERC_HUMAN[301-318] 
NALDYIRTVKELGNSLDKC RFPELESLVPNALDYIRTVK 30.41 2359.289948 5.117217581 PRP31_HUMAN[121-140] 
NALIARSLGKYGIICMEDL RIALTDNALIARSLGK 47.58 1711.010406 4.562216555 RL7_HUMAN[166-181] 
NANAWRYCTKVFDMLTVAA YGNANAWRYCTK 58.61 1502.672455 1.382204081 PPP6_HUMAN[133-144] 
NANSRQQIRKLIKDGLIIR VWLDPNETNEIANANSRQQIRK 84.92 2595.315308 5.345400598 RL19_HUMAN[22-43] 
NAQKEIATLKQHLSNMEVQ QHLSNMEVQVASQSSQRTGK 51.06 2230.076035 -0.557380098 TPR_HUMAN[906-925] 
NASASSLKKKQIWTLEQPP QIWTLEQPPDEAGSAAVCLRSHLGRYLAADK 32.47 3451.730637 6.746181104 FSCN1_HUMAN[44-74] 
NASQAPARPLSTNLYRSVS VASSGLSENASQAPARPL 31.8 1753.895844 6.668582995 ANR11_HUMAN[1767-1784] 
NATLLTNAEKIATITTTHT IATITTTHTPSQQGTQETRNTTK 30.77 2514.267426 -0.853131205 MAGI1_HUMAN[1108-1130] 
NATVTTCHSKTAHLDEEVN TAHLDEEVNKGDILVVATGQPEMVK 64.79 2692.374176 5.231813663 C1TC_HUMAN[199-223] 
NAVDDRGLYKQGQHWLEKK FLTKGDNNAVDDRGLYK 63.85 1924.964279 0.494554632 SC11A_HUMAN[111-127] 
NAVIYVHNLKTVIESSPES TVIESSPESPVTITEPYRTLSGHTAK 56.29 2799.429047 4.552714066 GEMI5_HUMAN[616-641] 
NAWADIERFKEQKNRDLKE NAWADIERFK 42.98 1248.625092 4.98948807 SNX4_HUMAN[402-411] 
NCAVSCAGEKGGVAEACPN GGVAEACPNIRKVDLSK 34.4 1812.951599 1.364073923 TBCE_HUMAN[146-162] 
NCGRGGHIAKDCKEPKRER DCDLQEDACYNCGRGGHIAK 64.85 2337.952499 5.323033725 CNBP_HUMAN[66-85] 
NCLALSGHDKTEAKEQLDT TKTEEDETSEDANCLALSGHDK 108.8 2449.055069 1.471587979 PAPOA_HUMAN[664-685] 
NCNYAVELGKNKAKFSLVG KIENCNYAVELGK 93.28 1536.76059 1.035945358 PLSI_HUMAN[457-469] 
NCSVRDWIVKHVNTNPLCD HVNTNPLCDLTPIFKDYEK 75.52 2303.12561 2.233052326 NUP50_HUMAN[174-192] 
NCVCHFSPLKSDQDYILKE KGIAFPTSISVNNCVCHFSPLK 93.77 2475.24028 2.882144436 PA2G4_HUMAN[72-93] 
NDEELNQLLKGVTIASGGV GVTIASGGVLPRIHPELLAK 46.77 2027.189133 4.903834496 H2AW_HUMAN[97-116] 
NDEKAKEKDKKAEGAATEE KAEGAATEEEGTPKESEPQAAAEPAEAK 109.8 2825.320206 0.997055128 BASP_HUMAN[25-52] 
NDFNPDADAKALRKAMKGL GTVRPANDFNPDADAK 44.13 1686.796158 2.788718707 ANXA6_HUMAN[355-370] 
NDFPQTARWKVTSKEALQR RYEEELEINDFPQTARWK 47.33 2323.12326 0.887167735 DDX46_HUMAN[931-948] 
NDHAEKVAEKLEALSVKEE LEALSVKEETKEDAEEKQ 80.35 2075.026947 2.94309431 RANG_HUMAN[184-201] 
NDKEIEVLNKHLFLTSKPM HLFLTSKPMVYLVNLSEK 39.24 2118.154709 4.570959788 OLA1_HUMAN[217-234] 
NDKIKKEELKRSLYALFSQ RSLYALFSQFGHVVDIVALK 64.06 2262.252472 5.498944151 RU2B_HUMAN[25-44] 
NDPPMEAAGFTAQVIILNH TAQVIILNHPGQISAGYAPVLDCHTAHIACK 90.69 3354.696533 4.519037669 EF1A1_HUMAN[341-371] 
NDPSVQQDIKFLPFKVVEK RLIGRTWNDPSVQQDIK 41.64 2025.075562 1.273532726 GRP78_HUMAN[97-113] 
NDTVDGREEKSASDSSGKQ VNRLLDSLEPPGEPGPSTNIPENDTVDGREEK 51.57 3473.69101 7.26662214 TFG_HUMAN[116-147] 
NDVLHHCQRKQARELLAAL QARELLAALQK 43.31 1239.729874 3.218443053 CHERP_HUMAN[229-239] 
NDWFRLESNKEGTRWFGKC NADNDWFRLESNK 43.55 1607.732803 4.684236078 UFC1_HUMAN[48-60] 
NEASVLHNLKDRYYSGLIY FSKVEDMAELTCLNEASVLHNLK 95.13 2647.298538 5.678996828 MYH10_HUMAN[84-106] 
NEAVVISGRKLAQQIKQEV LAQQIKQEVRQEVEEWVASGNK 72.16 2568.329575 4.320707166 MTDC_HUMAN[45-66] 
NEDFQVGQAKVVLKSKDDQ GICFIRTSRPENAIIYNNNEDFQVGQAK 100.09 3253.593811 5.652826096 TKT_HUMAN[466-493] 
NEDGQPDLGKARDYYTRAC SIAACHNVGLLAHDGQVNEDGQPDLGK 101 2814.33551 3.930590351 CA163_HUMAN[107-133] 
NEEEEQEAKMELKRRLSRK KQKNEEEEQEAKM 39.48 1635.740952 -9.384737835 PHAR2_HUMAN[537-549] 
NEEEVNNLVKSTLDTFGKI QARVIPIQCNIRNEEEVNNLVK 30.6 2635.386368 3.53800115 PECR_HUMAN[71-92] 
NEETRLLLLKNLLCKQGSP RVYVSLPNEETRLLLLK 31.9 2042.188766 1.363732896 SPAST_HUMAN[503-519] 
NEIRKMLMKQQDRLEEREQ IRKMLMKQ 39.62 1062.604156 -3.615645561 TRIM8_HUMAN[189-196] 
NEITRLTTVKALTLIAGSP ALTLIAGSPLKIDLRPVLGEGVPILASFLRK 46.98 3256.963852 7.28285639 CAND1_HUMAN[631-661] 
NEKMAALEAKICHQIEYYF ICHQIEYYFGDFNLPRDK 71.2 2314.084076 5.171808632 LA_HUMAN[17-34] 
NELERNITIKLGYANAKIY NELERNITIK 56.82 1228.677505 1.853212084 IF2GL_HUMAN[71-80] 
NENEPREADKSHPEQRELR LGVQVREELLRAQEAPGQAEPPAAAEVQGAGNENEPREADK 56.89 4323.147888 1.638620788 NHERF_HUMAN[102-142] 
NEQARLDILKIHAGPITKH IHIDLPNEQARLDILK 45.92 1887.057755 3.989808992 PRS10_HUMAN[299-314] 
NEQDLGIQYKALKPEVDKL LRNAGNEQDLGIQYK 73.69 1717.87471 3.780252403 CTNA1_HUMAN[164-178] 
NERLQEELNKNLFDNLIEF SENERLQEELNK 45.07 1487.721542 2.614736623 ORC3_HUMAN[56-67] 
NESTSSSPGKEGHSPEGST SPSPSSPAAVNHHSSSDISPVSNESTSSSPGK 57.14 3120.423187 2.558947784 PEX14_HUMAN[247-278] 
NEVSDEECLKRVGLSGAPA RVGLSGAPADACSTAQK 77.33 1687.831161 0.01777429 NEUA_HUMAN[383-399] 
NEWQDAVSKKTFPTVNPTT TFPTVNPTTGEVIGHVAEGDRADVDRAVK 57.96 3050.54216 1.931787758 AL1B1_HUMAN[53-81] 
NEYTARQGAKFPIKWTAPE IADFGLARLIEDNEYTARQGAK 47.44 2450.255341 2.587893553 FYN_HUMAN[406-427] 
NFDTGLQEYKSLQSELDEI RNFDTGLQEYK 33.17 1369.662613 3.26284733 OCLN_HUMAN[434-444] 
NFEFVQWFKKFFDANYDGK FFDANYDGKDYDPVAARQGQETAVAPSLVAPALNKPK 51.34 3962.980255 3.367415213 MARE1_HUMAN[114-150] 
NFEIFRMREKQVPVDVVEM GTQGVVTNFEIFRMREK 44.6 2011.03093 0.955728712 EIF3B_HUMAN[536-552] 
NFGDCLVRSKGAVAIADAI TLRQVEVINFGDCLVRSK 48.46 2133.136459 2.36365563 RAGP1_HUMAN[262-279] 
NFGPRINDIKRIIQSRERE SKLESELANFGPRINDIK 47.51 2030.079605 -0.203440298 SMC1A_HUMAN[735-752] 
NFHLYMALKKALFKPGAWF ALFKPGAWFK 39.73 1163.649139 4.196282055 BYST_HUMAN[279-288] 
NFIVWLEDQKIRHYKIEDR LTALDYHNPAGFNCKDETEFRNFIVWLEDQK 42.42 3769.783478 5.858161385 CN166_HUMAN[6-36] 
NFPIYVWSSKTETVEEPME KYSQFINFPIYVWSSK 88.71 2006.030167 8.312437307 ENPL_HUMAN[270-285] 
NFQPPKRPFKRMNYSDAIV RMNYSDAIVWLK 40.15 1494.765289 3.475462026 SYNC_HUMAN[390-401] 
NFRALSTGEKGFRYKGSCF TAENFRALSTGEK 39.12 1422.710281 -0.505373448 PAL4B_HUMAN[32-44] 
NFSADIKDSKAYFHLLNQI AYFHLLNQIAPKGQK 48.13 1726.951843 3.300034117 PLST_HUMAN[298-312] 
NFSQDIKDSRAYFHLLNQI AYFHLLNQIAPK 37.96 1413.77684 3.459527601 PLSI_HUMAN[300-311] 
NFTPSVIFQKVVNVANVGA VVNVANVGAVPSGQDNIHRFAAK 57.37 2362.25058 4.857232377 AP3B1_HUMAN[1026-1048] 
NFYFTELDAKTVTAEVQPQ TVTAEVQPQCGRAVGFSSGTENPHGVK 52.55 2812.356277 3.429153013 P3H1_HUMAN[636-662] 
NGAKGKIDAKVHSPSGAVE VHSPSGAVEECHVSELEPDK 76.94 2205.000809 0.944670855 FLNB_HUMAN[2323-2342] 
NGCIFHRNIKGFMVQTGDP TCENFLALCASNYYNGCIFHRNIK 52.46 2964.346909 5.340468065 PPIL3_HUMAN[24-47] 
NGEKLEFLHKTPVEEVPAA LVNNGEKLEFLHK 49.74 1539.840897 1.912535253 SF3B3_HUMAN[930-942] 
NGGIYEGVFKTYSPKCDLV TYSPKCDLVLDAAHEK 48.54 1845.893082 2.416716355 ATX2_HUMAN[295-310] 
NGILLGFRIRYRELLYEGL INGILLGFRIR 33.26 1270.787354 -4.550722024 SDK2_HUMAN[1528-1538] 
NGKLILSLDKDTYEETGLQ DTYEETGLQGHPSQFSGRK 58.62 2135.987213 2.452730039 RPP40_HUMAN[62-80] 
NGKNKSKTPEIYLAYRNFM IERRALPEFFNGKNKSKTPE 30.81 2360.260025 5.510409812 SMRC1_HUMAN[466-485] 
NGLAGDTETFRKVEPGQAI VQVLTAKPRNGLAGDTETF 35.66 2016.064011 6.73044106 CSPG4_HUMAN[2257-2275] 
NGLALRKTDKYGFLGGSQY YGFLGGSQYSGSLESSIPVDVARQRELK 34.07 3042.541046 3.823777502 TB10B_HUMAN[32-59] 
NGLVAYKDGKLLCRQNIQS LLCRQNIQSHLGEALIQDLINYCLSYIAK 130.63 3445.784958 6.722125809 PMM2_HUMAN[81-109] 
NGLVGRLIGKEGRNLKKIE ILAHNGLVGRLIGK 38.85 1459.898697 1.11377591 IF2B2_HUMAN[279-292] 
NGNLGKIPVKTRSAPTAPT TRSAPTAPTPPPPPPPATPRK 34.82 2133.169464 -0.91975815 ZMYM3_HUMAN[809-829] 
NGTARAGPRKRGGPAGRKR AAAAAWEEPSSGNGTARAGPRK 47.72 2154.05658 0.488845098 RCC2_HUMAN[6-27] 
NGTITTPGWPKEYPPNKNC LLTKLNGTITTPGWP 30.12 1610.903198 -7.223276988 TLL1_HUMAN[621-635] 
NGVREMRAPKHFLPEMLSK HFLPEMLSK 31 1100.568832 4.424984479 IF4G2_HUMAN[576-584] 
NHAKVKLQGKEVGVYEALK EVGVYEALKDDSWLKGEFVTTVQQRGAAVIK 59.87 3435.803818 6.014022073 MDHC_HUMAN[206-236] 
NHEDGPTAKKLKTEQGGAH DQVTAQEIFQDNHEDGPTAKK 40.56 2370.10878 3.068213603 KU86_HUMAN[546-566] 
NHLCGADFVKSHQKPPQGM LNHLCGADFVK 41.09 1272.628494 2.98437448 AGM1_HUMAN[245-255] 
NHLFEQYREKRPEAAQLLE RPEAAQLLEDVQAALKPFSVK 65.2 2309.274292 5.322018282 SYCC_HUMAN[119-139] 
NHNGSPLSIKEAPKELSFG RFIQENVFVAANHNGSPLSIK 51.42 2340.233841 3.966270309 PYR5_HUMAN[199-219] 
NHWWNELFNKTAANLVVET EFTNHWWNELFNK 45.14 1763.805588 5.354331602 GPTC4_HUMAN[59-71] 
NIAGTTLSSKLLTHHKDHF FRQDLMNIAGTTLSSK 57.16 1780.914154 3.772220006 TCPB_HUMAN[155-170] 
NIDNFLSRYKDTINKIRDL NIDNFLSRYK 52.11 1268.651306 3.876557709 ROCK1_HUMAN[51-60] 
NIEKTVKVYEKLMKINLEA KLMKINLEAAELGE 30.85 1557.843567 1.646506783 TBK1_HUMAN[484-497] 
NIELGTACGKYYRVCTLAI TGVHHYSGNNIELGTACGK 92.69 2013.932678 1.169850425 RL30_HUMAN[69-87] 
NIFVIGKGNKPWISLPRGK PWISLPRGK 36.28 1052.613083 3.01915305 RS4X_HUMAN[234-242] 
NIHANDYDQKRLFLGPYKG RLFLGPYK 40.14 992.580719 1.355053523 NCOAT_HUMAN[290-297] 
NIINSSITTKAISRWSSLA AISRWSSLACNIALDAVK 78.92 1974.035645 3.51006833 TCPG_HUMAN[164-181] 
NIITLADIVKDPVSRTPAL DPVSRTPALVFEHVNNTDFK 52.39 2285.144058 3.921853403 CSK21_HUMAN[103-122] 
NILLNAAWLKRDAESIHQY AFFESHPAPSAERTIQQCCENILLNAAWLK 43.12 3500.696884 8.797391211 PSA_HUMAN[870-899] 
NIMAFNAADKVNFATWNQA VNFATWNQARLERDLSNK 31.01 2161.102814 2.196563703 T2FA_HUMAN[37-54] 
NIMLVRLNSKWDLRRLCKT YNIMLVRLNSK 67.57 1349.748901 4.047419484 TCPQ_HUMAN[308-318] 
NIQNFHISWKDGLGFCALI NVNIQNFHISWK 59.2 1498.768082 3.88452361 ACTN1_HUMAN[163-174] 
NIRLSRDAVKDFDCCCLSL DTAASGYGTQNIRLSRDAVK 47.13 2122.076675 0.922209844 NOSIP_HUMAN[22-41] 
NISGNFYRNKLKYLAFLRK VVVVRCEGINISGNFYRNK 54.69 2223.158249 1.445691058 RL13A_HUMAN[33-51] 
NIVAGQRCIKKLTDNQTST HTYLPLEVCNIVAGQRCIK 34.81 2270.166367 3.34953425 I2C1_HUMAN[334-352] 
NIYKTDNHLKHYLHIIENK EYTACELMNIYKTDNHLK 50.48 2242.039795 5.052095875 SYFB_HUMAN[191-208] 
NIYLMDTSGKVVTATLWGE RNIYLMDTSGK 57.77 1296.649597 2.943740552 RFA1_HUMAN[344-354] 
NKHQIKQAVKKLYDIDVAK KLYDIDVAK 70.99 1063.591339 -0.286764276 RL23A_HUMAN[115-123] 
NKILRILKSKGLAPDLPED GLAPDLPEDLYHLIKK 65.81 1821.003601 4.108174194 RS13_HUMAN[79-94] 
NKIMHPVSGKHILQFVAIK HILQFVAIK 35.1 1067.649139 3.88985468 NUDT9_HUMAN[195-203] 
NKKEEEDLAKAIELSLKEQ DPGTVANKKEEEDLAK 71.31 1742.868622 -1.399990779 STAM1_HUMAN[163-178] 
NKKLVKKLAKKYDAFLASE KYDAFLASESLIK 73.36 1483.792206 4.937349024 RL10A_HUMAN[106-118] 
NKMGLKGPLKTPIAAGHPS TPIAAGHPSMNLLLRK 43.35 1717.96611 0.55356156 IDH3A_HUMAN[101-116] 
NKMVINHLEKLFVTNDAAT LFVTNDAATILRELEVQHPAAK 49.24 2435.31723 5.761467059 TCPQ_HUMAN[63-84] 
NKPSGFRSVKAPVTKVAAS QSTSFLVLQEILESEEKGDPNKPSGFRSVK 88.11 3348.720123 3.386368399 PDLI1_HUMAN[212-241] 
NKQQDREPVFSEELGLAIE SEELGLAIEKLK 30.58 1328.755081 -7.187178538 BBS5_HUMAN[317-328] 
NKSKEVGGKKIVRSSGGRM IVRSSGGRMDAPASGSACSGLNK 42.9 2293.090302 0.62710134 GPTC8_HUMAN[209-231] 
NKSLNLKHIKHFILDECDK HFILDECDK 44.42 1175.528107 2.030576713 UAP56_HUMAN[192-200] 
NKVDGMNAPKGQTGNSSRG VAPAQPSEEGPGRKDENKVDGMNAPK 33.17 2736.313675 -0.490440848 IF4B_HUMAN[512-537] 
NLDALLNQLKSFPARLRQY LRQNLDALLNQLK 57.79 1537.893982 3.909242165 DYHC1_HUMAN[1359-1371] 
NLDELPKFEKNFYQEHPDL WNLDELPKFEK 66.71 1417.724136 3.587439806 DDX5_HUMAN[46-56] 
NLDVQLLDTKRQLDTETNL RQLDTETNLHLNTK 34.99 1681.874725 -0.40549988 TPR_HUMAN[878-891] 
NLEDASQCKKLRSSFESSC LRSSFESSCPQQWIK 40.26 1851.893753 4.36256129 CA031_HUMAN[82-96] 
NLGAFRTYPKGYKPPDEGP VNLGAFRTYPK 36.18 1264.692795 2.931146611 CSN5_HUMAN[181-191] 
NLGALVRGLKREDLRRGLV SLERAEAGDNLGALVRGLK 64.07 1968.075195 3.337778971 EFTU_HUMAN[312-330] 
NLKSQDDRDKFLGRVMFKI FLGRVMFK 33.95 996.557892 2.58088368 AT1B3_HUMAN[267-274] 
NLLVGHPEHKGTLCSMGMV SAFLLQNLLVGHPEHK 55.22 1801.983887 4.116019046 HPBP1_HUMAN[253-268] 
NLNPVWRPFKISLNSLCYG NNLNPVWRPFK 41.77 1383.741135 3.473915661 CPNE3_HUMAN[185-195] 
NLPGRGQLQKLASERNLFI LASERNLFISCK 33.55 1436.744553 3.515586671 LAP2A_HUMAN[270-281] 
NLPMATVDIKNPEITTNRF NPEITTNRFYGPQVNNISHTK 46.83 2429.208755 1.809642745 WASL_HUMAN[166-186] 
NLQEVLGEEKLKEILKERE LHLITRNLQEVLGEEK 73.84 1891.052673 0.919593634 SYYC_HUMAN[11-26] 
NLQMWEEMKKGSQFGHSCC NLQMWEEMKK 33.03 1335.631485 3.636482109 SYEP_HUMAN[319-328] 
NLQRAYSLAKEQRLNFGDD AHFFLGQCQLEMESYDEAIANLQRAYSLAK 62.51 3502.664902 6.909025179 STUB1_HUMAN[96-125] 
NLSLQNEIAKETLPDLVSI TAISLLRNLSRNLSLQNEIAK 51.45 2353.34407 3.841767175 PKP2_HUMAN[748-768] 
NLSVTDLMLASVLPFQIYY FMINLSVTDLMLA 38.7 1482.746216 8.79314333 P2RY8_HUMAN[61-73] 
NLTEWIEILKTVVNRDVPN TVVNRDVPNETLQVEEDDRPELPWWK 48.43 3163.557434 5.056965247 IPO7_HUMAN[234-259] 
NLTPPPMNLPPPLLQRNMA ATMTPPPNLTPPPMNLP 32.1 1803.889923 -8.438984999 MYST4_HUMAN[1876-1892] 
NLVIVKKGEKDIPGLTDTT DIPGLTDTTVPRRLGPK 44.69 1835.026505 3.12638536 RS6_HUMAN[120-136] 
NLYAEPAVLKWIRENISEW WIRENISEWRNCTIVSPDAGGAK 64.75 2658.297241 5.266529184 PRPS1_HUMAN[154-176] 
NLYNHPQLIKYQPKPKQIR EKWDCESICSTYSNLYNHPQLIK 62.38 2884.315979 6.970110122 LTV1_HUMAN[346-368] 
NLYTDRETGKLKGEATVSF KTGQPMINLYTDRETGK 65.21 1950.983292 1.845223388 FUS_HUMAN[316-332] 
NMCRCLMALKVPTTEKPTV VPTTEKPTVTVNFRK 52.1 1715.957031 1.265183196 IF4G1_HUMAN[828-842] 
NMDIGTWDNKGPVPKAPVP HNMDIGTWDNK 73.17 1329.577179 3.907257196 YTHD1_HUMAN[267-277] 
NMEARLAERKFMNPFNMPN EGLQNMEARLAERK 31.56 1643.841278 3.183397369 STIP1_HUMAN[110-123] 
NMLFYHDRFKVFADYEAYV DIINMLFYHDRFK 41.95 1710.855179 7.004099556 PYGL_HUMAN[761-773] 
NMLNLLIHRKNLNYLHLDY NLNYLHLDYNFNLKPVK 36.25 2104.110519 1.81644451 PRP8_HUMAN[512-528] 
NMNIGTWDEKGSVVKAPPT HNMNIGTWDEK 36.4 1343.592819 0.307384793 YTHD3_HUMAN[272-282] 
NMVAKVDEVKSTIKFQMKK FPSLLTHNENMVAKVDEVK 90.89 2170.109222 7.313917585 RL10A_HUMAN[134-152] 
NNFVGRLIGKEGRNLKKIE ILAHNNFVGRLIGK 43.57 1550.90451 4.251712441 IF2B3_HUMAN[281-294] 
NNIRELVGHKVNLQMVYDS YGINNIRELVGHK 48.93 1511.820831 2.770830983 SYFA_HUMAN[469-481] 
NNKKLLGRVKAFDRHCNMV AFDRHCNMVLENVK 45.42 1731.818481 0.053700778 SMD2_HUMAN[58-71] 
NNLDEDLIRKLAYVAAGDL AVNARALPAVQQNNLDEDLIRK 36.65 2447.324417 3.916930642 UBA1_HUMAN[364-385] 
NNMIHQVPIKSLPQEWLWC IAAGDRLRGQYQGLSQDPNSLSNLDQDLPNNMIHQVPIK 62.93 4315.176727 5.368262175 UGGG1_HUMAN[1404-1442] 
NNPVDENGAKIPDEFDNDP IPDEFDNDPILVQQLRRTYK 42.39 2459.280853 7.684766861 TIM50_HUMAN[98-117] 
NNRILDELVKSLNFARNHL SLNFARNHLLQFALESPAK 59.78 2155.153778 4.02569881 RAD18_HUMAN[84-102] 
NPATEERPEKILAETQPEL VSQSPSKDSEENPATEERPEK 57.14 2343.082581 0.055909254 STX18_HUMAN[186-206] 
NPDDPQAQEKFQDLGAAYE LALQLHPDRNPDDPQAQEK 50.46 2184.092316 0.048074891 DJB11_HUMAN[48-66] 
NPDMRVQILKDYVRQHFPA DYVRQHFPATPLLDYALEVEK 79.26 2503.274704 6.818668352 ACLY_HUMAN[992-1012] 
NPDVNVFQRKFVNEVRRCE VQFRDLNPDVNVFQRK 45.25 1974.043549 5.320551315 VPP1_HUMAN[35-50] 
NPEGDVNSAKVCAHITNIP RLQNFSYDQREMILNPEGDVNSAK 51.57 2823.360947 1.071418092 RBM12_HUMAN[520-543] 
NPEKCQDNEKVRQLLLEGV VRQLLLEGVPVECTHSFIWNQDICK 61.78 3040.526291 5.673688812 POP1_HUMAN[536-560] 
NPEKEPYKSKYSARALLEE YSARALLEEVK 48.68 1277.697906 3.966508809 KBP_HUMAN[37-47] 
NPENTVFDAKRLIGRTWND RLIGRTWNDPSVQQDIK 41.64 2025.075562 1.273532726 GRP78_HUMAN[97-113] 
NPFVTSDRSKNRKRHFNAP FNPFVTSDRSK 66.35 1296.646255 2.511864734 RL26L_HUMAN[3-13] 
NPGEKLVKKKWNLDELPKF WNLDELPKFEK 66.71 1417.724136 3.587439806 DDX5_HUMAN[46-56] 
NPGNQALLHKHLHLFLTPG HLHLFLTPGLLEAETMQH 30.6 2086.066971 1.221916667 ITPR3_HUMAN[1249-1266] 
NPMIYSLRNKEFKSALCKI EFKSALCKI 30.95 1094.579391 -1.86372959 O10K2_HUMAN[296-304] 
NPMRELRIRKLCLNICVGE LCLNICVGESGDRLTRAAK 75 2132.083023 3.493766387 RL11_HUMAN[20-38] 
NPNNTFYATKRLIGRRYDD RQAVTNPNNTFYATK 82.36 1723.864166 1.240236929 GRP75_HUMAN[107-121] 
NPNSWLYHAKLLDPSTPVH PLNPNSWLYHAK 47.4 1438.735703 2.035815191 CD030_HUMAN[68-79] 
NPRLAILYAKRASVFVKLQ LNPRLAILYAK 43.6 1270.776093 0.197517093 F10A1_HUMAN[143-153] 
NPRSVTLLIKGPNKHTLTQ CNNPRSVTLLIK 40.68 1413.776199 2.223831468 TCPZ_HUMAN[366-377] 
NPRTGQLFLKIIHTSVWAG TFEGNLTTKPINGAIFIFNPRTGQLFLK 30.17 3136.707336 6.033077993 PRP8_HUMAN[1793-1820] 
NPTDRNVCFKVKTTAPRRY LGNPTDRNVCFK 35.72 1419.692886 1.773623031 VAPB_HUMAN[32-43] 
NPVDEYQIFKAIFQTIQNR AIFQTIQNRNPVWYQALTHGLNEEQRK 80.25 3253.674438 1.470644987 IPO7_HUMAN[964-990] 
NPVLCPWGKKAFSGYLGTD AFSGYLGTDQSKWK 53.8 1586.772903 1.550946575 ESTD_HUMAN[187-200] 
NPVPYTGAVKVGAIQRWLK VGAIQRWLK 45.45 1069.639633 4.329495521 ERP29_HUMAN[138-146] 
NQDQLDAVSKYQEVTNNLE GERLNQDQLDAVSK 66.31 1571.790329 4.379082803 CAPR1_HUMAN[85-98] 
NQELQKKVQELERHNISLV RVAACSAQNQELQKKVQE 30.57 2086.058899 3.806699803 CR3L4_HUMAN[248-265] 
NQFVPRLYGFKIHPMAYQL RPANQFVPRLYGF 31.03 1563.831024 4.219125915 CSK2B_HUMAN[178-190] 
NQHLSGLARKFPDVKFIKA QGIPLCALINQHLSGLARK 47.66 2088.162582 7.303071194 PDCL3_HUMAN[122-140] 
NQILQNEKKKMQAHIQDLE MQAHIQDLEEQLDEEEGARQK 48.44 2496.155029 2.941724338 MYH10_HUMAN[948-968] 
NQITQLESLKQLHEFAITE ARNQITQLESLK 42 1399.77829 2.444672863 CEP55_HUMAN[387-398] 
NQKKKKKKTKKIFDIDEAE KIFDIDEAEEGVK 43.4 1491.745667 2.149830277 IF2BL_HUMAN[87-99] 
NQMTGQISMTSVTSVPTSG SVTSVPTSGLSSMGPEQVNDPALRG 30.55 2501.206802 5.029572121 NCOA2_HUMAN[1415-1439] 
NQPASLTEEKRTPQGSQNS TENEVPSPASSHHSSNQPASLTEEK 39.55 2662.210648 -1.380807339 MAGI1_HUMAN[932-956] 
NQPNQWPLVKATIGLIRNL ATIGLIRNLALCPANHAPLQEAAVIPRLVQLLVK 30.51 3672.138855 8.844164473 PLAK_HUMAN[500-533] 
NQSRIDALEKAGQKLIDVN HQAFEAELSANQSRIDALEK 87.23 2256.113419 1.060673626 SPTA2_HUMAN[614-633] 
NQSSNFGPMKGGNFGGRSS GGNFGGRSSGPYGGGGQYFAK 103.39 2019.918762 2.976357323 ROA1L_HUMAN[278-298] 
NRAPNTAELKICRVNRNSG ICRVNRNSGSCLGGDEIFLLCDK 46.89 2682.267624 3.835187775 TF65_HUMAN[196-218] 
NRDNYIRSCKLLPDGRTLI SPISQLDCLNRDNYIRSCK 56.67 2338.115768 2.756493108 TLE3_HUMAN[521-539] 
NRDTLFCYHKASEVFLQRL ASEVFLQRLMALYVASHYK 56.98 2225.166656 6.330312366 NAT10_HUMAN[521-539] 
NREDYRQIAKAYARIGNSY AYARIGNSYFKEEK 41.96 1674.836517 1.025174686 STIP1_HUMAN[302-315] 
NRFHMMNGSKIHFVPGWDC IHFVPGWDCHGLPIEIK 50.25 2017.024399 3.080280042 SYIM_HUMAN[147-163] 
NRIGKVGNQKRVVGVLLGS RVVGVLLGSWQK 71.47 1340.792862 2.968392891 PSD7_HUMAN[34-45] 
NRLFGATNPKNFNETFLKR QEMNRLFGATNPK 31.37 1504.745621 1.914609327 NARG1_HUMAN[736-748] 
NRLFPNADSKALDLLDKML VPWNRLFPNADSK 30.93 1542.794296 3.946086666 MK01_HUMAN[273-285] 
NRLFVGSIPKSKTKEQILE HIGVCISVANNRLFVGSIPK 56.02 2180.188828 5.368342343 HNRPQ_HUMAN[233-252] 
NRLNNRASFKGCTALHYAV GCTALHYAVLADDYRTVK 79.15 2052.009857 1.868899405 CLPB_HUMAN[266-283] 
NRPKGKDKLKVDELISSAI NRPKGKDKLK 35.4 1182.71965 -5.223554035 IFIT5_HUMAN[306-315] 
NSAFVERLRKHGLEVIYMI DQVANSAFVERLRK 43.81 1631.874329 0.682650606 HS90A_HUMAN[500-513] 
NSAFVERVRKQGFEVVYMT EQVANSAFVERVRK 35.21 1631.874329 1.583455266 H90B3_HUMAN[365-378] 
NSAQGNVYVKCPSIAAAIA CPSIAAAIAAVNALHGRWFAGK 88.89 2280.194946 7.055537084 RBM39_HUMAN[478-499] 
NSIGCVEGLKELVHLEWLN LTLLRVLNLPHNSIGCVEGLK 32.61 2345.325302 5.760394939 CEP97_HUMAN[79-99] 
NSLKELLKIKADIIYPGHG ADIIYPGHGPVIHNAEAK 39.5 1900.979523 1.341413713 LACB2_HUMAN[192-209] 
NSLLLKYTEKLQEPPASAV LQEPPASAVREAADKEEPPSK 31.9 2248.133484 1.746782399 CPSF1_HUMAN[400-420] 
NSLTVLCSEKQKQEKQSKA KITNSLTVLCSEK 78.87 1491.796661 1.845425769 EIF3J_HUMAN[198-210] 
NSQTTEHIVKLVEQHGSDI TKDEYLINSQTTEHIVK 74.88 2018.032013 1.11395656 SYIM_HUMAN[539-555] 
NSSASILESKSLYDEVAAQ SLYDEVAAQGEVVRKLK 77.4 1904.036697 5.007781633 SYEP_HUMAN[825-841] 
NSSPSAKDIKKILDSVGIE KILDSVGIEADDDRLNK 94 1899.990143 1.705798323 RLA2_HUMAN[25-41] 
NSTARNVTWKLGSRLYGPS LGSRLYGPSSVSFADDFVRSSK 51.83 2374.191727 3.75075016 SERPH_HUMAN[130-151] 
NSVAFHPDGKSYSSGGEDG GHFGPINSVAFHPDGK 71.27 1678.821609 4.738442701 EIF3I_HUMAN[283-298] 
NSYSVSNSEKDIMAEIYKN HYGYNSYSVSNSEK 78.77 1633.700836 1.380913782 CATB_HUMAN[224-237] 
NTAGMDIFAKFSAYIKNSR HPESNTAGMDIFAK 44.84 1516.698013 1.906114451 CLIC4_HUMAN[111-124] 
NTELETLLAKLIQTCQHVE RNTELETLLAK 73.48 1286.719376 2.625281054 TRI18_HUMAN[233-243] 
NTETNGEFGKRPAEDMEEE RPAEDMEEEQAFK 46.15 1578.69838 0.894407708 HNRPK_HUMAN[22-34] 
NTFKVLTRDKRLVPGGGAT RLVPGGGATEIELAK 57.32 1509.851471 2.305524793 TCPQ_HUMAN[407-421] 
NTFSVVPSPKVSDTVVEPY IREEYPDRIMNTFSVVPSPK 48.59 2377.209991 3.210906916 TBB2C_HUMAN[155-174] 
NTKLDDLFLKRYASLLKYA NTKLDDLFLK 56.42 1205.665573 4.594142956 LPPRC_HUMAN[1348-1357] 
NTQVTEAWNKVAHSFNCTP VAHSFNCTPIEGMLSHQLK 80.27 2168.050674 5.050619956 PA2G4_HUMAN[173-191] 
NTSLYLCDNKFHTEALTAL KVNIDFEPFKPINTSLYLCDNK 86.45 2654.3414 4.416161388 ERF1_HUMAN[109-130] 
NTVDISEREKVAQLRSLYK KAEAVVNTVDISEREK 93.54 1786.942459 0.214332587 RRMJ3_HUMAN[763-778] 
NTVTEEILEKAFSQFGKLE AFSQFGKLERVK 52.77 1408.782669 0.01064749 HNRPQ_HUMAN[357-368] 
NTVTTLVENKKAQLVVIAH RPPVLRAGVNTVTTLVENK 48.16 2063.18512 5.245772614 RL7A_HUMAN[132-150] 
NVADLVVILKILPTLEAVA KGTMTTGHNVADLVVILK 57.59 1896.050278 2.432952361 ILF2_HUMAN[110-127] 
NVCLCQSYAKNMGLYGERV DAWAVRHFIEQGINVCLCQSYAK 53.95 2764.321365 5.306546549 AATM_HUMAN[257-279] 
NVCYHKEKRKILTTEGRNA ILTTEGRNALIHK 39.13 1464.841232 -2.74364205 DHX9_HUMAN[1012-1024] 
NVDLEAATRKGILVMNTPN LQVVGRAGTGVDNVDLEAATRK 58.34 2268.218613 3.871319964 SERA_HUMAN[70-91] 
NVDSYTESVKEYDSISRLD KLLEAHEEQNVDSYTESVK 48.17 2218.075317 2.815954874 SNAA_HUMAN[246-264] 
NVELELKAEKDNAEIRVHT DNAEIRVHTVEDYQAIVDAEWNILYDKLEK 125.94 3588.77359 6.016818687 TCPH_HUMAN[251-280] 
NVGKARGFFKKGDVVIVLT KGDVVIVLTGWRPGSGFTNTMRVVPVP 49.74 2881.563705 7.997740935 KPYM_HUMAN[505-531] 
NVKLTKLTEKQAQYLGMSC QAQYLGMSCDGPFKPDHYRY 48.94 2432.06778 4.795918969 SAHH_HUMAN[413-432] 
NVLIIGELLKQADLYISEG QADLYISEGLHPRIITEGFEAAK 65.98 2557.317612 2.812321773 TCPZ_HUMAN[105-127] 
NVLRLLSAAKAPDRKAVSE NVLRLLSAAK 44.68 1083.676392 3.471516061 PKN1_HUMAN[234-243] 
NVLVIDGQQKRFCCQSCVS RFCCQSCVSEYK 60.43 1622.663971 3.346965297 ZMYM2_HUMAN[492-503] 
NVLYENPNLKGVTDHTQRL GVTDHTQRLSIITK 33.32 1567.86821 -0.13330202 DYHC1_HUMAN[3848-3861] 
NVLYGPLHTKQAVSMFLGA AYAQIRVGNPWDPNVLYGPLHTK 50.32 2608.355026 3.951149248 AL7A1_HUMAN[325-347] 
NVNYVETSAKTRANVDKVF NRAEQWNVNYVETSAK 94.95 1907.912552 3.339775711 RALA_HUMAN[144-159] 
NVPEAFKGTKKGTVYLTPY KGTVYLTPYRVIFLSK 38.1 1884.087296 4.445653881 WBP2_HUMAN[47-62] 
NVQNFHISWKDGLAFNALI NVNVQNFHISWK 75.88 1484.752441 3.516411124 ACTN4_HUMAN[182-193] 
NVRNTIHGFKKLHGRSFDD SQIVTNVRNTIHGFK 53.73 1712.932205 -1.127306728 HS74L_HUMAN[54-68] 
NVSAAAQRRKMCLFAGFQR MCLFAGFQRK 48.92 1256.615814 2.433520226 HNRPU_HUMAN[592-601] 
NVSGYVAQEKLAIAERYLV LAIAERYLVPQARALCGLDESK 30.68 2472.315826 3.477306544 LONM_HUMAN[667-688] 
NVSIMAIPCLCSVAPRGLA QMIQGQFLNVSIMAIPCL 31.86 2062.041351 5.47030737 CERKL_HUMAN[419-436] 
NVTEQEKIDKLMIEMDGTE KLNVTEQEKIDK 83.83 1443.793274 -0.569333585 ENOA_HUMAN[81-92] 
NVTSKAGGIKKYQEYIPVQ KYQEYIPVQTGAHADLNPFYQK 65.82 2609.291412 3.763090606 DHX29_HUMAN[807-828] 
NVWDIGGQRKIRPYWKNYF LNVWDIGGQRK 49.58 1284.693863 2.910421002 ARL3_HUMAN[63-73] 
NVWRVCEGPKAVAAPRPDR CSACNVWRVCEGPK 38.11 1721.743622 0.202701491 CSDE1_HUMAN[730-743] 
NWAGGLHHAKKSEASGFCY QQTDIAVNWAGGLHHAK 52.14 1844.928177 0.605443623 HDAC1_HUMAN[127-143] 
NWKQELVNQKDCPYMCAYK TGRGPLGPNWKQELVNQK 37.71 2021.080643 3.620340448 PIPNA_HUMAN[168-185] 
NYDEEIISLKNQFETEINI VRNNYDEEIISLK 35.65 1591.820541 2.136547376 DESP_HUMAN[1351-1363] 
NYEKLKTDIKVVDRDSEEA VVDRDSEEAEIIRK 48.03 1657.86348 1.486250243 PARP1_HUMAN[803-816] 
NYGFNEDTWKAYCEKQKRI PWRKPGADLSDYFNYGFNEDTWK 62.86 2805.282318 8.025930173 FIP1_HUMAN[164-186] 
NYGFVHIEDKTAAEDAIRN NYGFVHIEDK 55.05 1220.582581 3.230424603 RBM4B_HUMAN[36-45] 
NYLATGSTDKTVRLWSAQQ FHPNSNYLATGSTDK 34.56 1650.763794 0.379824177 TAF5L_HUMAN[434-448] 
NYLLTGGQDKLLRIYDLNK LLRIYDLNKPEAEPK 60.05 1797.998825 3.758066972 STRAP_HUMAN[123-137] 
NYPEQLFGAAGVMAIEHAD HGINCFINRQLIYNYPEQLFGAA 65.59 2737.34346 5.671191879 TCPB_HUMAN[285-307] 
NYRLFPRLQKLLESDYFRY LLESDYFRYYK 38.7 1495.734695 4.010738014 ERO1A_HUMAN[68-78] 
NYSDAIVWLKEHDVKKEDG RMNYSDAIVWLK 40.15 1494.765289 3.475462026 SYNC_HUMAN[390-401] 
PAAAGAPPAKTKAEPAVPQ KPAGPSISKPAAKPAAAGAPPAK 42.34 2082.194901 -1.940740513 MYL6B_HUMAN[11-33] 
PADACSTAQKAVGYICKCN RVGLSGAPADACSTAQK 77.33 1687.831161 0.01777429 NEUA_HUMAN[383-399] 
PADITEDEFKRLFAKYGEP TYTQRCRLFVGNLPADITEDEFK 81.57 2772.354111 6.792422341 SFPQ_HUMAN[292-314] 
PADSKPGTIRGDFCIQVGR TGRVMLGETNPADSKPGTIR 70.61 2115.074249 0.077065852 NDK8_HUMAN[71-90] 
PAELEEKVPKVILERDTQR VILERDTQRGEPEGGSQDQK 84.4 2241.098541 -0.522065397 MDC1_HUMAN[940-959] 
PAEVGVLVGKDRSSFYVNG DRSSFYVNGLTLGGQK 49.22 1740.879501 2.305156674 PROF1_HUMAN[55-70] 
PAFFAERLNKAMRGAGTKD NTPAFFAERLNK 36.5 1406.730621 3.896268353 ANX11_HUMAN[431-442] 
PAFSDSRECKLMKKLLEAH LAVQKYEELFPAFSDSRECK 30.28 2416.173264 4.96156471 SNAA_HUMAN[223-242] 
PAGFVDNKLKQRVIQYLTS QRVIQYLTSNK 54.9 1348.746277 3.015392939 NVL_HUMAN[15-25] 
PAKTMEEASKRSYQFWDTQ RSYQFWDTQPVPK 53.91 1650.815445 2.713204564 NMT1_HUMAN[115-127] 
PAPLEVPKEKEKEKVSTAV SNCKPSTFAYPAPLEVPKEK 73.75 2262.135422 2.989210962 PSMD1_HUMAN[804-823] 
PAPLLESPFKDRDHFQLGT KIFLAQKPAPLLESPFK 65.63 1926.134216 5.018861053 AP3B1_HUMAN[596-612] 
PAPSQGPGGKQNEDLQVKV LQEAQMQQGPEAHKEPPAPSQGPGGK 57.27 2696.297638 -1.589216242 GLE1_HUMAN[348-373] 
PAQHAISTEKIKAKYPDYE IHVYGYSMAYGPAQHAISTEK 50.02 2338.105194 3.36041339 PHP14_HUMAN[88-108] 
PAQLYTLQPKLPITVLNGA GVSQMPLRYGMNPHQTPAQLYTLQPK 34.44 2954.489487 3.274677416 PUR9_HUMAN[200-225] 
PASDQMQHWKEQRAAQKAD EQRAAQKADVLTTGAGNPVGDK 88.36 2225.140015 1.270931259 CATA_HUMAN[17-38] 
PASHATWMGKIHSKEHFKE STLFVPRLPASHATWMGK 40.75 1998.050934 2.436874815 PEPD_HUMAN[93-110] 
PASQEIERGKSYLRLRPDR IVYGHLDDPASQEIERGK 56.7 2026.011948 1.462972616 ACON_HUMAN[69-86] 
PAVELDVSVKGGIQIMAGK GGIQIMAGKTLRIPAVVT 32.96 1840.06044 3.614555183 TITIN_HUMAN[16039-16056] 
PAVLQAPQPKALSQTVPSS EQQRSVLRPAVLQAPQPK 32.86 2044.154129 4.371001126 RANB3_HUMAN[166-183] 
PAYLAYINAKSRAEAALEE AYHNSPAYLAYINAK 45.59 1694.841599 2.622663972 SMCE1_HUMAN[132-146] 
PCLETVNRIKLYSESLARY LYSESLARYGK 49.25 1285.666611 0.086336535 GDIA_HUMAN[211-221] 
PCLQVGQEQKHTYLPLEVC HTYLPLEVCNIVAGQRCIK 34.81 2270.166367 3.34953425 I2C1_HUMAN[334-352] 
PCQSASSASALGGVKVERQ LGGVKVERQVFGEATK 30.57 1716.952271 0.973818567 CATD_HUMAN[169-184] 
PCYETINRIKLYSESLARY YRTDDYLDQPCYETINRIK 48.26 2462.153595 0.98572242 GDIB_HUMAN[192-210] 
PDASLEDAKKEGPYDVVVL DPVQCSRDVVICPDASLEDAKK 54.5 2501.189026 2.980182594 PARK7_HUMAN[42-63] 
PDDLVEVKPKMVMTVFACL IGARIYALPDDLVEVKPK 77.36 1996.135681 5.215577327 PLSI_HUMAN[594-611] 
PDENDQVIVKIIGHFYASQ IIGHFYASQMAQRK 57.03 1648.850754 0.915789374 IF2B1_HUMAN[539-552] 
PDENKPMEDKVKEKAKAEH LSDSLGQRQPDPDENKPMEDK 60.52 2398.10704 1.514527892 ICAL_HUMAN[574-594] 
PDESKERLGKIVDRIDNDG TFDQLTPDESKERLGK 61.18 1862.937393 0.557184586 RCN1_HUMAN[71-86] 
PDGLAEDIDKGEVSARQEL ARPFPDGLAEDIDK 77.47 1542.767807 2.208368612 EF2_HUMAN[606-619] 
PDGSFRRQRKGYEEVHVPA GYEEVHVPALKPKPFGSEEQLLPVEK 32.11 2919.538177 4.304105389 U520_HUMAN[441-466] 
PDHDKFSAMKYEQGTGCWQ YEQGTGCWQGPNRSTTVRLLCGK 36.58 2667.264603 1.353071606 GLU2B_HUMAN[465-487] 
PDHVKMTYPKTQLQHSLPL TQLQHSLPLLLICDNLRDPGNLGTILRSAAGAGCSK 35.83 3859.019638 1.91810374 RMTL1_HUMAN[202-237] 
PDILCLQETKCSENKLPAE CSENKLPAELQELPGLSHQYWSAPSDK 46.36 3083.465805 8.087003903 APEX1_HUMAN[99-125] 
PDMLHRFYGKNSSYVHGGL NSSYVHGGLDSNGKPADAVYGQK 94.2 2363.114197 1.306327051 G3BP1_HUMAN[37-59] 
PDSIGKDIEKACQSIYPLH ACQSIYPLHDVFVRK 60.33 1831.940323 3.640402428 RS3A_HUMAN[200-214] 
PDSVRNYMTKFLSDRWMLQ AAQELQEGQRCVVILPDSVRNYMTK 54.6 2904.458572 6.641168921 CBS_HUMAN[360-384] 
PDYKALGILKRQFPNASLI RQFPNASLIGLTATATNHVLTDAQK 123.22 2666.414001 4.331660423 RECQ1_HUMAN[243-267] 
PEDAEFIVAKAIRDGVIEA AIRDGVIEASINHEK 70.07 1650.868896 1.31203635 PSMD3_HUMAN[441-455] 
PEDLYHLIKKAVAVRKHLE GLAPDLPEDLYHLIKK 65.81 1821.003601 4.108174194 RS13_HUMAN[79-94] 
PEDRAKCFEKNEAIQAAHD NEAIQAAHDAVAQEGQCRVDDK 52.89 2424.10878 3.903290182 UCHL1_HUMAN[136-157] 
PEEEEILNKKRSKKIQKKY GAKLTPEEEEILNKK 70.06 1697.919907 0.999458215 RS8_HUMAN[126-140] 
PEESKERLGKIVSKIDGDK TFDQLTPEESKERLGK 53.42 1876.953033 3.286709839 CALU_HUMAN[60-75] 
PEETQGKAEKDEPGAWEET DPAEGDGAQPEETPRDGDKPEETQGKAEK 62.19 3080.38063 0.675565863 GANAB_HUMAN[192-220] 
PEEYEFAPKKAASHRALDD AASHRALDDISESIK 43.03 1611.821609 0.61607314 ORN_HUMAN[191-205] 
PEFLANALTKYMRDPTFVR YMRDPTFVRLNSSDPSLIGLK 35.69 2408.252197 5.449180122 DDX20_HUMAN[257-277] 
PEFSQRLTNKIRELLQQME SLAEGYFDAAGRLTPEFSQRLTNK 34.37 2670.340149 4.876906788 LANC1_HUMAN[16-39] 
PEFTPKSGVKIHVSDQELQ IHVSDQELQSANASVDDSRLEELK 91.59 2682.309631 2.986978053 UBA1_HUMAN[807-830] 
PEGLNFQDLKNQLKHMSVS ACPRPEGLNFQDLK 50.32 1643.80896 5.033431622 RFA2_HUMAN[218-231] 
PEGSLVFHEKAWNAYPYCR VPAFVRMIAPEGSLVFHEK 38.47 2126.134659 4.84494242 PIPNB_HUMAN[68-86] 
PEKTEQFYRKLLNKHGIKT DEPNSTPEKTEQFYRK 40.55 1967.922455 2.721651957 RL1D1_HUMAN[101-116] 
PELLFLGTAKLYRLDLSEN LYRLDLSENQIQAIPRK 33.01 2056.142868 1.977002699 SLIT2_HUMAN[129-145] 
PELNGKLTGMAFRVPTANV AFRVPTANVSVVDLTCRLEK 64.86 2274.215439 3.800431503 G3P_HUMAN[232-251] 
PELPLVVEDKVEGYKKTKE GHRIEEVPELPLVVEDK 95.4 1958.047272 2.340086506 RL4_HUMAN[141-157] 
PEMKSGFMASFLDFLKSGK KIKEVEEKQPEMKSGFMAS 34.76 2211.091492 -3.464352347 PRR12_HUMAN[445-463] 
PENIKCCKCLTIIEASVNP TIIEASVNPISKLP 36.86 1480.850067 -1.549785526 LRRC7_HUMAN[118-131] 
PENSPINIVQTPIPITTSV KVLDDLPENSPINIVQ 32.75 1792.957062 -2.292302525 K0256_HUMAN[416-431] 
PENYDLATLKWILENKAGI HPENYDLATLK 55.14 1299.645889 2.03363087 GTD2A_HUMAN[156-166] 
PEPQVTGTVGLHLGVTPSV LHLGVTPSVIRK 40.86 1318.808502 0.962232195 TPP1_HUMAN[196-207] 
PEQMELEEGKAGSGLRQYY AGSGLRQYYLSKIEELQLIVNDK 70.28 2636.417313 5.905741827 PRS8_HUMAN[16-38] 
PERAEEAKLKAKYPSLGQK EGILPERAEEAKLK 44.67 1581.872559 2.220785726 ENSA_HUMAN[25-38] 
PERPPEKPRKHDSGAADLE HDSGAADLERVTDYAEEK 33.65 2004.902451 -0.348645392 HYPK_HUMAN[82-99] 
PESAEDLQEKCTELNQAWS VNSLGETAERLIQSHPESAEDLQEK 47.6 2779.362381 0.971805627 SPTA2_HUMAN[1289-1313] 
PETEARISLPKASLKKKEE KASLKKKEEKATMKNVP 32.31 1945.102966 -8.722417423 ZCPW1_HUMAN[57-73] 
PETFESLVAKLNDAERELS LNDAERELSEISERLK 30 1900.985352 3.476618057 NADAP_HUMAN[506-521] 
PETKKRKKRKSEDGTPAED SEDGTPAEDGTPAATGGSQPPSMGRKK 52.84 2628.208572 0.955403626 MBB1A_HUMAN[1186-1212] 
PETPSDSDHKKKKKKKEED QSRTQDPVPPETPSDSDHK 34.67 2119.977051 -1.524073102 MED19_HUMAN[181-199] 
PETTPIEEVKGLFKSENCP RCIVILREIPETTPIEEVK 52.19 2294.266769 3.366217087 LARP4_HUMAN[198-216] 
PETVCEKIQNDCRDPPDYW DCRDPPDYWTIHGLWPDK 40.13 2270.0215 4.410971438 RNT2_HUMAN[54-71] 
PEVQAAPKEKSEQKKAKKA NQAIRQPEVQAAPKEK 54.02 1805.974747 -0.739766712 CC137_HUMAN[142-157] 
PEVTDEEIKKRFRQLSILV NQIERLTRPGSSYFNLNPFEVLQIDPEVTDEEIKK 57.96 4118.095993 5.902485042 DNJC8_HUMAN[41-75] 
PFAPKERCVKIFQGNVHNF IFQGNVHNFEK 54.66 1331.662231 1.810519172 WDR57_HUMAN[276-286] 
PFKLHLIEEKVTGPTATVY VTGPTATVYGCGTLVDLCQGPHLRHTGQIGGLK 59.06 3462.750092 5.316005923 SYTM_HUMAN[223-255] 
PFQVINDGDKPKVQVSYKG HWPFQVINDGDK 32.54 1454.694275 3.628941208 HSP71_HUMAN[89-100] 
PFRDNVDRAKRSGVAYIAA RSGVAYIAAPSGSAADK 109.44 1619.826706 1.534732074 PUR9_HUMAN[553-569] 
PFRSEVCFGKEGLWKLLGG NAAPFRSEVCFGK 37.51 1481.708527 2.594977305 GNL3_HUMAN[225-237] 
PGAPGPLTLKEVEELEQLT QHPVPPPAQNQNQVRSPGAPGPLTLK 69.88 2727.456879 3.348540566 ZYX_HUMAN[329-354] 
PGDAAQQEAKHREAEMRNS HGDPGDAAQQEAK 60.18 1322.585098 -0.805997286 PDCD5_HUMAN[21-33] 
PGDNVGFNVKNVSVKDVRR SVEMHHEALSEALPGDNVGFNVK 87.16 2479.180161 -0.548165084 EF1A1_HUMAN[291-313] 
PGDQLVSVNKESMIGVSFE DGRLKPGDQLVSVNK 68.55 1624.889664 0.049234112 STXB4_HUMAN[61-75] 
PGEKISATLKREFGEEALN REFGEEALNSLQK 34.41 1519.763031 3.053765558 NUDT9_HUMAN[229-241] 
PGFINVHLRKDFVSEQLTS VEIAGPGFINVHLRK 30.57 1648.941299 3.433111902 SYRC_HUMAN[154-168] 
PGGFGAQGPKGGSGSGPTI RKELEQVCNPIISGLYQGAGGPGPGGFGAQGPK 148.38 3338.682999 3.511564292 HSP71_HUMAN[596-628] 
PGGGGPGIRKDAFADAVQR DAFADAVQRARQIAAK 38.3 1729.922333 -0.925475074 FUBP2_HUMAN[72-87] 
PGISIGDVAKKLGEMWNNL KLGEMWNNLNDSEK 85.37 1676.782776 4.315406923 HMG4L_HUMAN[62-75] 
PGISITDLSKKAGEIWKGM IKSDHPGISITDLSK 70.81 1609.867523 1.136118329 SSRP1_HUMAN[565-579] 
PGITLLNVSKLNILKLAPG AFRNIPGITLLNVSK 85.97 1641.956604 4.853965069 RL4_HUMAN[220-234] 
PGLADTIVEKIGEEFLTDL TNGITPRRWLLLCNPGLADTIVEK 30.36 2736.474487 3.173426261 PYGB_HUMAN[484-507] 
PGLAELIAEKIGEDYVKDL TNGITPRRWLLLCNPGLAELIAEK 81.69 2734.495193 4.823193705 PYGL_HUMAN[484-507] 
PGLDIESSLKQLAERRTDI QLAERRTDIFGVEETAIGK 37.75 2132.122559 6.73178938 SF3A1_HUMAN[468-486] 
PGLEGGVVGKSADFVVEAI VRAWGPGLEGGVVGK 81.06 1480.815063 2.870716341 FLNA_HUMAN[579-593] 
PGLSIGDTAKKLGEMWSEQ KLGEMWSEQSAK 85.32 1392.670715 0.724507229 HMGB2_HUMAN[128-139] 
PGLSIGDVAKKLGEMWNNT KLGEMWNNTAADDK 128.25 1591.730026 2.411212918 HMGB1_HUMAN[128-141] 
PGQLNADLRKLAVNMVPFP MSGVTTCLRFPGQLNADLRK 53.45 2263.15654 3.845072069 TBB2A_HUMAN[233-252] 
PGQQDNPLLKTFSNVFGRH TFSNVFGRHSGGFLSSPADFSQENK 41.99 2715.267761 4.227575698 JHD2B_HUMAN[764-788] 
PGSMTIQKVKGLLSRLLKV GLLSRLLK 31.75 898.596359 3.453163335 TBCE_HUMAN[476-483] 
PGSSEPITVKFAANPNQNK RSEAEEAITSFNGHKPPGSSEPITVK 34.51 2767.377655 1.314240575 ELAV1_HUMAN[157-182] 
PGWLQRYFNKNEDVCSCST NIVPGWLQRYFNK 34.11 1633.872879 4.341219009 NU153_HUMAN[49-61] 
PGYGAYDAFKHAVSDPSIL RPGYGAYDAFK 47.35 1243.598557 4.346257858 IF2A_HUMAN[144-154] 
PHEMSPALHRKISVQYGDA VLFSMAKLPHEMSPALHR 30.31 2095.070663 7.030311798 RHES_HUMAN[185-202] 
PHLSLAYEDKQILEDAAAL QILEDAAALIIHHVK 41.44 1669.951508 4.151018737 SIN3A_HUMAN[785-799] 
PHNDRFVLSKGHAAPILYA GHAAPILYAVWAEAGFLAEAELLNLRK 57.28 2922.575531 5.803100662 TKT_HUMAN[76-102] 
PHRSGPHSAKGSLEKGSPE PSETPQAEVGPTGCPHRSGPHSAK 42.56 2483.161179 -1.517017917 CBS_HUMAN[2-25] 
PHVKPTNYDKNRLCPSLIQ NRLCPSLIQESAAK 77.95 1585.824585 2.988350695 DUS3L_HUMAN[121-134] 
PHWVFNVAKKYMKSTYEQV DSEDNPQTLLFSATCPHWVFNVAKK 75.93 2903.391235 6.398724284 DDX21_HUMAN[364-388] 
PIDVCEIGSKVCARGEIIG HTGCCGDNDPIDVCEIGSK 81.32 2132.856171 4.638381216 IPYR_HUMAN[110-128] 
PIEIDMIVGKDREGFFTNG DREGFFTNGLTLGAKK 56.75 1752.915878 3.26655721 PROF2_HUMAN[55-70] 
PIESQWNPKKTTIENIQLP AGIICQLNARTSVLAAANPIESQWNPKK 52.82 3049.613068 4.280870953 MCM4_HUMAN[601-628] 
PIKNPPTGKKYVRCPCNCL YVRCPCNCLLICK 54.09 1754.808853 1.647472883 TM55A_HUMAN[96-108] 
PIKQYVKDGKLRYVANIFP LRYVANIFPYK 41.3 1382.771027 1.724797492 IPYR2_HUMAN[126-136] 
PIKVTLPDGKQVDAESWKT DSKPIKVTLPDGK 47.39 1396.792572 1.138322205 SYTC_HUMAN[79-91] 
PILESFGNAKTVKNDNSSR DHNIPGELERQLLQANPILESFGNAK 66.01 2902.493668 3.811894621 MYH10_HUMAN[207-232] 
PIRLGLALNFSVFYYEILN SVFYYEILNSPDRACRLAK 52.39 2301.157547 2.497004174 1433E_HUMAN[178-196] 
PISVEGSSKKVKTDTVLIL VKTDTVLILCRK 42.58 1444.843567 -0.058829898 CYBP_HUMAN[145-156] 
PITCLQFNPKFMTFASACS HTGPITCLQFNPK 56.5 1511.755493 1.760205279 WDR82_HUMAN[281-293] 
PIVLCGWRGKASIRTFVPK GSIVLKYEPDSANPDALQCPIVLCGWRGK 77.21 3242.621628 7.408820009 NSUN2_HUMAN[655-683] 
PIWSLAANHLSFLNSFKMK SFLNSFKMKMSVILGVVHMAFGVVLGVFNHV 31.18 3422.806976 -6.432147695 VPP3_HUMAN[528-558] 
PKDDIVDRAKMEDTLKRRF ELALQPKDDIVDRAK 57.48 1709.931168 1.359703854 SYG_HUMAN[109-123] 
PKEGKIVDAKAIFTGHSAV AIFTGHSAVVEDVAWHLLHESLFGSVADDQK 97.89 3377.668076 5.502612922 RBBP7_HUMAN[220-250] 
PKFQETGFFKLTDHGLEEI LTDHGLEEISSCRQK 43.46 1771.85228 2.259217682 STABP_HUMAN[379-393] 
PKHLTDAYFKKKKLRKPRH HLTDAYFK 35.6 993.491974 1.540022507 RL6_HUMAN[211-218] 
PKHWMLDKLTGVFAPRPST GVFAPRPSTGPHK 51.58 1349.720428 1.812227147 RS4X_HUMAN[25-37] 
PKINFVGGNKLQSTGNKAE LQSTGNKAEDIKGTECVK 60.48 1976.983688 -2.142152222 ZFR_HUMAN[510-527] 
PKKKNKHKHKQSRTQDPVP QSRTQDPVPPETPSDSDHK 34.67 2119.977051 -1.524073102 MED19_HUMAN[181-199] 
PKKMTDYAKKRGWVLGPNN RGWVLGPNNYYSFASQQQKPEDTTIPSTELAK 40.57 3624.784851 3.437721275 PSMD8_HUMAN[213-244] 
PKKPFLLGPQRLSSAHSMS SGEIQMKSKPKKPFLLGPQ 32.35 2112.176498 -8.250257503 RFIP2_HUMAN[202-220] 
PKNGMSSKSRKRIMPDPVT KRIMPDPVTEPPVTD 36.18 1709.865829 -6.904635323 ACPL2_HUMAN[45-59] 
PKPQPNSREKAKTRGAPRT LVNTTITPEPEPKPQPNSREK 56.08 2374.249207 4.12130284 LUZP1_HUMAN[673-693] 
PKRTNPPGGKGSGIFDEST GSGIFDESTPVQTRQHLNPPGGK 44.19 2421.203705 1.911032926 HN1L_HUMAN[68-90] 
PKSTSTSSMKKTTTLSGTA KTTTLSGTAPAAGVVPSRVK 85.61 1940.105484 4.132764979 MAP4_HUMAN[871-890] 
PKVQSRCSSKENILRASHS ENILRASHSAVDITK 37 1652.884552 2.917324137 GEPH_HUMAN[297-311] 
PLACGSNPLKREIGDYIRT LNVRTTHYTPLACGSNPLK 65.78 2141.105148 1.099899275 DKC1_HUMAN[62-80] 
PLANETFVAKDNKILCNKC CLHPLANETFVAK 58.97 1498.760223 4.043341895 FHL1_HUMAN[71-83] 
PLAQADWAAKKLVWVPSDK KLVWVPSDK 38.49 1070.612427 1.573865535 MYH9_HUMAN[30-38] 
PLATKGSFFKVTMAVPEDL VTMAVPEDLREACSNENVHK 39.29 2298.073242 3.40720211 FXR2_HUMAN[139-158] 
PLATYMRIYKKGDIVDIKG HGVVPLATYMRIYK 54.62 1662.891571 1.720497025 RL21_HUMAN[22-35] 
PLAVKLQTYKTAVETAVLL TAVETAVLLLRIDDIVSGHK 73.42 2149.210663 5.871923222 TCPG_HUMAN[508-527] 
PLDWAQEEGKVAAFKEEHI YNQRFGNDGLHEPLDWAQEEGK 41.96 2602.183655 0.313967079 TRUA_HUMAN[343-364] 
PLEDRVRGPKGPEEKKDCE PYFPIPEEYTFIQNVPLEDRVRGPK 43 3003.549423 7.021692348 HNRPU_HUMAN[464-488] 
PLELVEAHVKKVQEAARAS AALEEFSRVREEVPLELVEAHVK 58.53 2649.412567 4.742938173 SMRC1_HUMAN[717-739] 
PLGRKEAKAKELVRQLQLE ELVRQLQLEAEEQRK 36.97 1868.01152 1.008559091 LRC47_HUMAN[411-425] 
PLILQSLGPKTQSVEITKT TQSVEITKTDTEGKIK 34.77 1776.946899 -0.673627333 CD2AP_HUMAN[254-269] 
PLLAFACDDKDGKYDSSRE RPLLAFACDDK 59.94 1304.654694 1.732259126 THOC3_HUMAN[319-329] 
PLMEPSSIEKIVEIDAHIG RITSPLMEPSSIEK 67.81 1586.833755 3.1238307 PSA5_HUMAN[53-66] 
PLRDRLAALGKLKTGPEGA KLKTGPEGALG 33.17 1069.613144 -3.190873279 K1602_HUMAN[666-676] 
PLRIIGDPYKVQQACEMVM PLRIIGDPYK 39.63 1170.676071 4.007086261 FUBP2_HUMAN[282-291] 
PLRLPLQDVYKIGGIGTVP KIGGIGTVPVGRVETGVLK 34.09 1879.125504 1.850328779 EF1A1_HUMAN[255-273] 
PLRNYFLEEDNYKNIKRPP NYKNIKRPPGDIMF 30.22 1691.881714 7.439645394 SNUT2_HUMAN[258-271] 
PLRSVLEQTKLKKEDIYAV FLEMCNDLLARVEPPLRSVLEQTK 47.29 2857.482986 7.86181409 HSP74_HUMAN[306-329] 
PLRTEEEFKKFISDKDASI QAGPASVPLRTEEEFKK 40.93 1885.989746 3.933213325 PDIA3_HUMAN[131-147] 
PLSATQIQVKREELITNWE ALCAEADRLQQSHPLSATQIQVK 44.1 2563.317642 2.97622108 SPTA2_HUMAN[313-335] 
PLSFKVGVGKVIRGWDEAL VIRGWDEALLTMSKGEK 52.82 1932.013855 4.087962402 FKBP3_HUMAN[171-187] 
PLSQANRYTKEQDYRPKAT LSALQRSSCSTPLSQANRYTK 36.44 2367.196457 2.384255005 4ET_HUMAN[759-779] 
PLSRKHGGPKDEERHVGDL DEERHVGDLGNVTADK 74.32 1753.823105 1.480194891 SODC_HUMAN[77-92] 
PLSRKSSTPKTATRGPSGS TATRGPSGSASSRPGVSATPPK 32.24 2068.066132 0.812353132 MAP1S_HUMAN[923-944] 
PLSRLVVVKKAKADPDCSN AKADPDCSNGQPQAAPTPGAPQNRK 91.85 2575.219727 -1.461622851 CCD94_HUMAN[269-293] 
PLSSSVPSQKTYQGSYGFR TYQGSYGFRLGFLHSGTAK 64.18 2089.038132 5.051128478 P53_HUMAN[102-120] 
PLSVLTQSVKNNTQVLINC SEMTPEELQKREEEEFNTGPLSVLTQSVK 47.21 3334.623825 6.617837921 SMD2_HUMAN[9-37] 
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PLTNYTFGTKEPLYEKDSS YIQQTKPLTLERTINLYPLTNYTFGTK 44.55 3215.723022 7.258087789 CPSF5_HUMAN[24-50] 
PMEAAGFTAQVIILNHPGQ VIILNHPGQISAGYAPVLDCHTAHIACK 59.37 3054.553162 5.26099863 EF1A1_HUMAN[344-371] 
PMLQLLLHRKATGPVVEQA TAAYAIPMLQLLLHRK 56.96 1838.059998 6.329499588 DDX56_HUMAN[58-73] 
PNATQEELKKAYRKLALKY ETTYYDVLGVKPNATQEELKK 38.21 2425.23764 5.179698596 DNJA1_HUMAN[4-24] 
PNEGADGQWKKGFVLHKSK VEFNIRKPNEGADGQWK 50.35 1986.99115 3.580287713 PAIRB_HUMAN[304-320] 
PNELIELLEKIVLDNSVFS IVLDNSVFSEHRNLQNLLILTAIK 83.93 2749.549011 5.001547507 CLH1_HUMAN[1011-1034] 
PNFTLEGHEKGVNCIDYYS GVNCIDYYSGGDKPYLISGADDRLVK 69.87 2874.385803 5.145447067 COPB2_HUMAN[187-212] 
PNGVCTVYGKKIDGQQTII EHYPNGVCTVYGK 60.8 1522.687469 4.408652555 CAZA2_HUMAN[134-146] 
PNHIVGSPFKAKVTGQRLV YGGPNHIVGSPFK 69.31 1371.693542 2.873819756 FLNB_HUMAN[2456-2468] 
PNHRYTFTLKTHPSVVPGS THPSVVPGSIAFSLPQRK 55.67 1920.058136 3.086364881 NSF_HUMAN[51-68] 
PNIGYGSNKKTKHMLPSGF KGQILMPNIGYGSNKK 61.22 1746.945038 1.844934975 RL32_HUMAN[50-65] 
PNIRKVDLSKNLLSSWDEV GGVAEACPNIRKVDLSK 34.4 1812.951599 1.364073923 TBCE_HUMAN[146-162] 
PNKHNRLYMKARPFPDGLA ARPFPDGLAEDIDKGEVSARQELK 86.54 2640.350708 3.629820831 EF2_HUMAN[606-629] 
PNRVAQTTKKVTQLDLDGP GVEGLIDIENPNRVAQTTKK 63.71 2181.175323 6.634496479 HAP28_HUMAN[76-95] 
PNYCDQMGNKASYIHLQGS AEGYEVAHGGRCVTVFSAPNYCDQMGNK 70.77 3116.353882 3.022442366 PPP5_HUMAN[431-458] 
PPAFPVTGIKTESDERNGS TESDERNGSGTLTGSHDYPAK 48.79 2220.988327 -1.632156259 K0907_HUMAN[533-553] 
PPEDDENKEKRTDDIPVWD RTDDIPVWDQEFLK 73.73 1760.873352 6.191245945 SKP1_HUMAN[81-94] 
PPEVIRALKKSVCSGRELY QFIQGPPEVIRALKK 33.1 1723.01445 1.377817812 ECHD1_HUMAN[251-265] 
PPFELPDFIKRTGIQEMRE RGIEKPPFELPDFIK 46.83 1784.982483 2.610109648 SF3B2_HUMAN[492-506] 
PPGTSVPIVKNIAKTESSP NIAKTESSPSEASQHSMQSPQK 77.96 2371.107361 -0.687442512 SCML2_HUMAN[249-270] 
PPHVFAIADKAFRDMKVLK SLGTRPPHVFAIADK 40.44 1607.878372 0.847078998 MYO6_HUMAN[119-133] 
PPIKSFKEMKFPAAILRGL FPAAILRGLK 30.35 1084.675674 4.462163314 DDX41_HUMAN[188-197] 
PPKPVRRRLKSEDELRPEV SEDELRPEVDEHTQK 30.17 1810.833313 -0.563828814 REPS1_HUMAN[657-671] 
PPKYLKLSPKHPESNTAGM HPESNTAGMDIFAK 44.84 1516.698013 1.906114451 CLIC4_HUMAN[111-124] 
PPLPEEDLSKLFKPPQPPA LFKPPQPPARMDSLLIAGQINTYCQNIK 68.68 3212.683807 6.018021431 EIF3H_HUMAN[304-331] 
PPMEAAGFTAQVIILNHPG QVIILNHPGQISAGYAPVLDCHTAHIACK 82.82 3182.61174 3.635693244 EF1A1_HUMAN[343-371] 
PPPNADPNMKLFTIRGTPQ SISQQSGARIELQRNPPPNADPNMK 38.03 2747.377258 3.316981668 FUBP1_HUMAN[401-425] 
PPPPPATPRKNKAAMCKPL TRSAPTAPTPPPPPPPATPRK 34.82 2133.169464 -0.91975815 ZMYM3_HUMAN[809-829] 
PPPQTLPRSKSPSGQKRSR QNMGPSGQTHPPPQTLPRSK 66.77 2173.069839 -1.347402623 RBM12_HUMAN[393-412] 
PPPSAPPPKKSLGTQPPKK NKPGPYSSVPPPSAPPPKK 73.73 1944.046875 -0.957281444 NOLC1_HUMAN[284-302] 
PPPVLIFAEKKADVDAIHE KADVDAIHEYLLLK 97.04 1626.898071 3.284163953 DDX41_HUMAN[442-455] 
PPPVMILKKKRSIGASPNP RSIGASPNPFSVHTATAVPSGK 45.8 2180.13382 3.381902493 DPOLA_HUMAN[185-206] 
PPQISSTYHKKTVYTLAWG VGLYDTYSNKPPQISSTYHK 45.66 2297.132797 3.336333019 GEMI5_HUMAN[451-470] 
PPQPIAAPPKPEAARVASP PPQPIAAPPK 38.99 1014.586197 -3.708901236 IRS2_HUMAN[1083-1092] 
PPQPQSSAKKESFGGQGTK SPSRLSPAQGPPQPQSSAKK 40.87 2047.081024 -0.006350506 WDR91_HUMAN[272-291] 
PPQVVRVGTKKTSFVNFTD KTSFVNFTDICK 33.72 1458.717712 3.873264823 IF2BL_HUMAN[210-221] 
PPRAPGPLSKQGSGSSQPM IVAERPGTNSTGPAPMAPPRAPGPLSK 72.91 2668.41188 1.578841719 TIF1B_HUMAN[408-434] 
PPSDAVQRAKEVLEEISCY SSPQIRNPPSDAVQRAK 53.67 1849.97583 0.0113515 CSKP_HUMAN[394-410] 
PPSGSWQDLKDHMREAGDV DHMREAGDVCYADVQK 56.11 1892.814529 0.551031273 SFRS9_HUMAN[129-144] 
PQEELKEEQTAMVPPAIPL VLGSLLLYLAVSLMDPGYVNVQPQPQEELKEEQT 30.29 3815.954285 -0.267822915 ZDH12_HUMAN[54-87] 
PQEESPLKSKSQEEPKDTF SQEEPKDTFEHDPSESIDEFNK 62.96 2607.124863 2.658100538 BCLF1_HUMAN[183-204] 
PQELARIAGKVPGLQNEQK EPGRTLEPQELARIAGK 45.41 1864.016617 3.306837473 ATX2L_HUMAN[513-529] 
PQGLGLHFYKHGEPEEDIV HGEPEEDIVGLQAFQERLNSYK 63.74 2558.240097 3.92613657 NU155_HUMAN[952-973] 
PQMPLPEIPQPWLPPDSGP QMPLPEIPQ 34.12 1051.537201 9.294012604 AFAP1_HUMAN[64-72] 
PQPSSTGEQKTKPTQNSVR RENFCNIHVSLVPQPSSTGEQK 45.62 2526.228516 0.129441972 PYRG1_HUMAN[172-193] 
PQVGPDRLEKLKNVIHKIF DRPQEADGIDSVIVVDNVPQVGPDRLEK 68.79 3059.552368 5.593628721 EIF3B_HUMAN[175-202] 
PQVNNISHTKEKKKGKAKK NPEITTNRFYGPQVNNISHTK 46.83 2429.208755 1.809642745 WASL_HUMAN[166-186] 
PREIAENITKHLPDNECIE VNPREIAENITK 53.44 1382.75174 3.488695664 SYRC_HUMAN[132-143] 
PRGKKCFFVKFFGTEDHAW FFGTEDHAWIK 42.22 1349.640442 1.831598938 NP60_HUMAN[46-56] 
PRGVTQFGNKYIQQTKPLT YIQQTKPLTLERTINLYPLTNYTFGTK 44.55 3215.723022 7.258087789 CPSF5_HUMAN[24-50] 
PRIHPELLAKKRGTKGKSE GVTIASGGVLPRIHPELLAK 46.77 2027.189133 4.903834496 H2AW_HUMAN[97-116] 
PRILGPGLNKAGKFPSLLT QIPRILGPGLNK 32.07 1304.792831 1.771162398 RL10A_HUMAN[119-130] 
PRKTHRGLRKVACIGAWHP VACIGAWHPARVAFSVARAGQK 37.89 2351.243317 1.26528802 RL3_HUMAN[251-272] 
PRQPCIFGDKMVSIQITLN GLAAHYFFPRQPCIFGDK 30.23 2123.041107 4.708340299 AP3B1_HUMAN[881-898] 
PRSDNSKSNKIFVGGIPHN IFVGGIPHNCGETELREYFK 46.49 2365.152496 1.52463742 DAZP1_HUMAN[115-134] 
PRSHKTAVDLHSARIPLYI HSARIPLYIHTKCLLME 34.6 2097.086304 0.6141855 CP085_HUMAN[129-145] 
PRTLQTAPEKELIHLLPIK ELIHLLPIKDK 50.79 1317.801987 3.511149661 NOC3L_HUMAN[148-158] 
PRVLLPAIKKTYKQIEKNW TLATTLAPRVLLPAIKK 40.06 1805.150208 2.723319078 HEAT1_HUMAN[1812-1828] 
PRVVDLLVIKGKIELEETI NAHVTDPRVVDLLVIK 34.83 1788.025772 4.413806626 NDUA6_HUMAN[70-85] 
PSELRNLVNKHSETFTRDN PLSNAYHELAQVYSTNNPSELRNLVNK 55.48 3070.54715 9.497004467 CSN3_HUMAN[255-281] 
PSESIDEFNKSSATSGDIW SQEEPKDTFEHDPSESIDEFNK 62.96 2607.124863 2.658100538 BCLF1_HUMAN[183-204] 
PSGDKKNPVKFEGGDRDLE FEGGDRDLEHLSK 45.43 1501.71611 0.760463308 PDIA4_HUMAN[617-629] 
PSGQKPNYIKRFASGGCDN RFASGGCDNLIK 68.95 1336.655762 2.536180291 SEC13_HUMAN[181-192] 
PSHCTIYVAKNYPPWQHTT NYPPWQHTTLSVLRK 57.73 1838.979141 2.828199561 SYLC_HUMAN[943-957] 
PSIHGHDYVKKAILCLLLG SLAPSIHGHDYVK 52.02 1422.725555 -0.339489228 MCM3_HUMAN[302-314] 
PSILSNTEHKRGPEVTSQG RGPEVTSQGVQTSSPACKQEK 73.31 2273.10701 -3.813722786 ATX2_HUMAN[875-895] 
PSIYGHEDIKRGLALALFG RGLALALFGGEPK 57.12 1327.7612 3.678372286 MCM2_HUMAN[493-505] 
PSLIQESAAKCFFGDRCRF NRLCPSLIQESAAK 77.95 1585.824585 2.988350695 DUS3L_HUMAN[121-134] 
PSNLQGKVQKHQAFEAELS HQAFEAELSANQSRIDALEK 87.23 2256.113419 1.060673626 SPTA2_HUMAN[614-633] 
PSNRYETLLKQRHVQLLGR NQGATIHLPPSNRYETLLK 32.52 2151.143616 1.997077261 CYFP1_HUMAN[733-751] 
PSPEEKDFLKTVEGRELQS TVEGRELQSVKPQEAPK 49.45 1895.011215 2.304999551 GPKOW_HUMAN[51-67] 
PSPIKPGDIKRGIPNYEFK KGVEPSPSPIKPGDIK 36.55 1647.919556 1.004903421 UFD1_HUMAN[240-255] 
PSQVVAETRKRKGLKEGIP PFDNSSRPSQVVAETRK 32.25 1916.970428 -0.331773506 EF2_HUMAN[824-840] 
PSSAPATPTKAPYSPTTSK GQPRTVSPSTIRDGPSSAPATPTK 35.59 2407.24556 3.747021139 VCIP1_HUMAN[741-764] 
PSSTKKKCPKLNKPQPQPS LNKPQPQPSPLLSTHHTQEEDISSK 38.65 2810.419861 -0.220963426 ERC6L_HUMAN[747-771] 
PSSVKVFSGKSERSSSGLL SERSSSGLLEWESK 54.21 1593.763428 1.746808812 HNRPL_HUMAN[508-521] 
PSTAKSQFLKHVEEFSPRA HVEEFSPRAVYTSGK 39.59 1705.842377 2.89358505 MCM6_HUMAN[408-422] 
PSVAPSSTGKTFQPGSWMP GHASAPYFGKEEPSVAPSSTGK 50.88 2203.05455 1.371731808 MIMIT_HUMAN[131-152] 
PSVDYVCQLKFPSGNYPPC LHSLVKPSVDYVCQLK 56.11 1885.013153 4.922512071 LANC1_HUMAN[240-255] 
PSVIRHVRSWSNIPFITVP SNIPFITVPLSRTHGK 38.71 1765.983902 3.690860371 P5CS_HUMAN[44-59] 
PSVPTNGMAKNGSEADIDE NGSEADIDEGLYSRQLYVLGHEAMK 58.15 2794.323166 3.119181098 UBA1_HUMAN[44-68] 
PSVVLVGLGKKAAGIDEQE TRTFYGLHQDFPSVVLVGLGK 36.51 2333.253235 3.148393792 AMPL_HUMAN[83-103] 
PSVWAAVPGKTFVNITPAE KDSPSVWAAVPGK 67.08 1340.708847 2.541193047 PROF1_HUMAN[26-38] 
PSYAFGSVGKEKFQIPPNA GEHSIVYLKPSYAFGSVGK 66.27 2038.052368 2.381685611 FKBP4_HUMAN[214-232] 
PSYIPDRVRKAGQVIRIIC AGQVIRIICILSHPIK 36.45 1817.070923 3.597548074 GDIA_HUMAN[294-309] 
PSYVKDRVEKVGQVIRVIC VGQVIRVICILSHPIK 63.84 1831.086594 4.449816861 GDIB_HUMAN[294-309] 
PTAEQLAQIAAENEEDEHS AENEEDEHSVNYKPPAQK 52.62 2083.944626 -1.262989413 GDIR1_HUMAN[16-33] 
PTASKASKEKTPSPKEEDE TPSPKEEDEEPESPPEKK 47.11 2051.953461 -2.592164053 NUCKS_HUMAN[202-219] 
PTAYCDCWEKCKCKTLIAG RTSPTAYCDCWEK 57.11 1672.697372 2.9832055 UBR5_HUMAN[1225-1237] 
PTDITEEDFKRLFERYGEP TYTQRCRLFVGNLPTDITEEDFK 57.62 2802.364685 2.229188811 PSPC1_HUMAN[77-99] 
PTDVKELSTKEPGRTLEPQ EPGRTLEPQELARIAGK 45.41 1864.016617 3.306837473 ATX2L_HUMAN[513-529] 
PTDYPFKPPKVAFTTRIYH VAFTTRIYHPNINSNGSICLDILRSQWSPALTISK 37.88 3972.067963 4.695035476 UB2D2_HUMAN[67-101] 
PTEDEDEKEKVADEDDVDN ELAQIAGRPTEDEDEKEK 56.8 2056.991241 -0.004375322 PPM1G_HUMAN[113-130] 
PTFSVRIIDKNGIHDLDNI NGIHDLDNISFPK 38.2 1468.731033 3.805325737 PSB2_HUMAN[186-198] 
PTFTVAWHPKRPLLAFACD RPLLAFACDDK 59.94 1304.654694 1.732259126 THOC3_HUMAN[319-329] 
PTGNQPFPKKAVDVFFPPE LHIIEVGTPPTGNQPFPKK 47.01 2072.141861 3.566358143 CLH1_HUMAN[228-246] 
PTIHGNDEVKRGVLLMLFG NLYHNLCTSLFPTIHGNDEVK 89.57 2471.190338 3.729376834 MCM6_HUMAN[345-365] 
PTIISESFQKALEKGIEIL GIHPTIISESFQK 30.01 1455.772171 1.353920647 TCPD_HUMAN[127-139] 
PTIKIFGSNKNRPEDYQGG NRPEDYQGGRTGEAIVDAALSALRQLVK 37.77 3026.589706 5.592432951 PDIA6_HUMAN[109-136] 
PTKQDGSGVKGYEEKLNGN DLANLEVPHELPTKQDGSGVK 30.56 2246.154266 1.436232608 P66B_HUMAN[53-73] 
PTLPREDLEKIIAHFLIQQ LRVAGVVAPTLPREDLEK 50.93 1962.12619 3.227111504 RECQ1_HUMAN[527-544] 
PTPGAPQNRKEANPTPLTP AKADPDCSNGQPQAAPTPGAPQNRK 91.85 2575.219727 -1.461622851 CCD94_HUMAN[269-293] 
PTPQDLPQRKSSLVTSKLA NLVTGDHIPTPQDLPQRK 54.74 2028.075241 5.380964068 ENSA_HUMAN[90-107] 
PTYVKEELSKIAAIDSLNQ IAAIDSLNQYTRGFGHPSLVK 66.29 2286.212051 3.500112772 KAT3_HUMAN[88-108] 
PVAVALDTKGPEIRTGLIK NVRTATESFASDPILYRPVAVALDTKG 30.39 2890.51886 4.522371461 KPYM_HUMAN[90-116] 
PVDIDTHTAKYDPSLKPLS DFPIAKGERQSPVDIDTHTAK 38.62 2324.176071 1.953810667 CAH2_HUMAN[19-39] 
PVDMVGGTSIGAFVGALYS GAFVGALYSEERNYSQ 31 1789.827103 1.977285959 PLPL7_HUMAN[963-978] 
PVEEIVTFLKKVPEFQFLI KVPEFQFLIGDEAATHLK 81.82 2042.083664 6.243622739 MPI_HUMAN[163-180] 
PVELAQEFRKFDLNSPWEA RVVAEPVELAQEFRK 50.32 1769.97879 2.650879223 NDUS3_HUMAN[218-232] 
PVEQSEATSKDCSRLTNGP ETRQQLAQYQQQQSQASAPSTSRTTASEPVEQSEATSK 80.94 4165.974777 3.685572002 FL2D_HUMAN[231-268] 
PVEVVAPRGKSGAALSKKS SLQELFLAHILSPWGAEVKAEPVEVVAPRGK 85.71 3369.844864 7.536548721 PARP1_HUMAN[468-498] 
PVGTHEMEEELAEAVALLS LAEAVALLSQ 32.91 1013.575684 -5.564458667 RPGF3_HUMAN[201-210] 
PVIKAFGILKRAAAEVNQD RAAAEVNQDYGLDPK 39.51 1645.805969 0.907154323 FUMH_HUMAN[101-115] 
PVKEVGMYGKIAVMELFRP IAVMELFRPKGESK 39.53 1603.875565 2.97841061 DDB1_HUMAN[61-74] 
PVLGKDEDFKQYVNKNSKH VTWLAETTHALPIPVICVTYEHLITKPVLGKDEDFK 39.16 4133.191132 5.429219042 SYEP_HUMAN[607-642] 
PVNKDRYISKMFLRGDSVI MFLRGDSVIVVLRNPLIAGK 56.7 2197.276901 4.597508851 SMD2_HUMAN[99-118] 
PVPEGAGPKVHLPKVEMPS HLPKVEMPSFKMPKVDLK 42.66 2155.153336 0.596709282 AHNK2_HUMAN[915-932] 
PVPPPPPIAKINGEVSSIS RPEKPVPPPPPIAK 35.36 1521.903107 1.757010672 CD2AP_HUMAN[412-425] 
PVQKVEIGQKRASEDTTSG STVTLSWKPVQKVEIGQK 43.99 2027.141525 3.086119012 API5_HUMAN[437-454] 
PVQTQHPIRKGLHHKILLA MIPCDFLIPVQTQHPIRK 49.5 2192.159836 2.973323338 G6PI_HUMAN[401-418] 
PVRYHEAWQKLCSAHGVLV YIDSADLEPITSQEEPVRYHEAWQK 57.79 3003.424988 3.767032653 PYRG1_HUMAN[336-360] 
PVSEDPVAIKIAELLENVT IAELLENVTLIHKPVSLQPRGLINK 87.6 2794.643234 6.651654055 UBP10_HUMAN[396-420] 
PVSGSIIWAKQIDRQLTAY QIDRQLTAYMK 41.01 1365.707443 2.182751522 DYHC1_HUMAN[653-663] 
PVVVAVNAFKTDTESELDL TDTESELDLISRLSREHGAFDAVK 31.9 2688.335464 3.384250263 C1TC_HUMAN[761-784] 
PWIVAVAVILMVLGLLTIG MVLGLLTIGSIFFTWRLYNE 31.33 2388.255173 -2.395472672 BT1A1_HUMAN[255-274] 
PWVSQYLVMKRVSIEPNFH RVSIEPNFHSLYSNFLDTLK 56.78 2379.222275 5.529538008 CNOT1_HUMAN[1138-1157] 
PYDRFCPFYKTVGMLSNMI LIKDDFLQQNGYTPYDRFCPFYK 48.8 2927.395248 6.912288327 VATA_HUMAN[514-536] 
PYFENKVLSKEFHLNESGD EFHLNESGDPSSK 66.11 1445.642273 1.626266777 SET_HUMAN[155-167] 
PYHIGGSPFKAKVTGPRLV YGGPYHIGGSPFK 61.56 1378.666992 1.748065352 FLNA_HUMAN[2501-2513] 
PYKVTQDELKEVFEDAAEI EVFEDAAEIRLVSKDGK 62.95 1904.984329 4.238880014 NUCL_HUMAN[411-427] 
PYNKDWIKEKIYVLLRRQA IYVLLRRQAQQAGK 43.37 1642.963074 0.418146951 ERH_HUMAN[91-104] 
PYPALGGNMKKIENCNYAV KIENCNYAVELGK 93.28 1536.76059 1.035945358 PLSI_HUMAN[457-469] 
QAAAEPAEAKEGKEKPDQD KAEGAATEEEGTPKESEPQAAAEPAEAK 109.8 2825.320206 0.997055128 BASP_HUMAN[25-52] 
QAALKPFSVKLNETTDPDK RPEAAQLLEDVQAALKPFSVK 65.2 2309.274292 5.322018282 SYCC_HUMAN[119-139] 
QACEGRTAHKAARLGITMK ILTDEMLLQACEGRTAHK 37.54 2085.034668 0.322296799 GPTC4_HUMAN[142-159] 
QAEIQGNINKVNRQAAVDH VNRQAAVDHINAVIPEGDPENTLLALK 70.46 2896.540634 6.058261291 IQGA2_HUMAN[301-327] 
QAENQNWHLKHFCCFDCDS PRCAGCDELIFSNEYTQAENQNWHLK 63.16 3179.418884 2.443213771 TES_HUMAN[299-324] 
QAFKELLKEKRVPSNASWE RVPSNASWEQAMK 70.18 1502.729965 3.158917511 PR40A_HUMAN[408-420] 
QAGARDAERKSLYTLFLES NLQCAESTTCQAGARDAERK 41.64 2265.022598 -1.18630163 GCP5_HUMAN[571-590] 
QAIAWARNQKKPFLGVCLG IQAIAWARNQK 58.4 1297.725464 1.672156446 PYRG1_HUMAN[382-392] 
QAISDVIGNKSVVQVKNFF YGRDFQAISDVIGNK 41.1 1681.842377 4.64787908 RCOR1_HUMAN[398-412] 
QAKLIEFLSKFQNDRTEDE FQNDRTEDEQFNDEK 82.79 1913.80275 0.999058027 CAB39_HUMAN[309-323] 
QALEKFEESKEVAETSMHN IPDEELRQALEKFEESK 43.03 2060.042542 3.713030117 SH3G1_HUMAN[178-194] 
QAMHPTLAGKITGMLLEID QMLGERLFPLIQAMHPTLAGK 67.6 2350.265335 6.338433273 PABP1_HUMAN[560-580] 
QAMKKVLLSKDYTLIVGMP NKPQRQAMKKVLLSK 34.17 1768.050491 -4.173523345 DNA2L_HUMAN[627-641] 
QANYTIQSLKDTKTTVDAM RMYEQQRDNLAQQSFNMEQANYTIQSLK 32.14 3433.614258 0.837018891 CHMP5_HUMAN[73-100] 
QAPKPVEAIKRPSPDEPMT FQEHIIQAPKPVEAIK 90.18 1847.030487 4.956604704 CHRD1_HUMAN[92-107] 
QAQIASLYMPLYGMLLDNM FDDRYRERKQAQIASLYMP 30.31 2402.180069 -0.789699334 DOC10_HUMAN[1186-1204] 
QASGAVGSAKSLPEINKDR RSTSVNLNQASGAVGSAK 66.82 1745.902008 1.926797715 HTR5B_HUMAN[1561-1578] 
QAVIFINTRRKVDWLTEKM KLDTLCDLYETLTITQAVIFINTRR 45.57 2996.600479 5.964425396 IF4A1_HUMAN[259-283] 
QAVQSAQTIQQLEDQLQQK DKNEQAVQSAQTIQ 48.98 1558.758698 6.45577793 GOGB1_HUMAN[408-421] 
QAVRTGNLAKFNQVLDQFG RSLMPYFLLTQAVRTGNLAK 54.55 2278.261963 3.598357052 PSMD3_HUMAN[355-374] 
QCAILSPAFKVREFSITDV VREFSITDVVPYPISLRWNSPAEEGSSDCEVFSK 41.64 3899.867615 6.655866958 HSP74_HUMAN[389-422] 
QCKLELQGVKGGVDHAAAF QRALLGYADNQCKLELQGVK 92.72 2303.205566 2.338479934 GLOD4_HUMAN[186-205] 
QCPVCQQRFKRKDRMSYHV PYQCPVCQQRFK 39.81 1609.749359 2.151266581 MAZ_HUMAN[306-317] 
QCYQHLEGAKEFAAALTAE NTETALDNKPCGPQCYQHLEGAK 45.35 2630.185318 3.689473868 EZH2_HUMAN[310-332] 
QDAVDALMQKAFNSSSFNS AFNSSSFNSNTFLTRLLVHMGLLK 36.32 2696.410828 5.393465954 RAGP1_HUMAN[501-524] 
QDGGLQVVEKQNLSKEELI QNLSKEELIAELQDCEGLIVRSATK 84.28 2843.469818 4.636588691 SERA_HUMAN[34-58] 
QDGGQNESFKRYEEELEIN RYEEELEINDFPQTARW 64.48 2195.028305 7.502864525 DDX46_HUMAN[931-947] 
QDISFDHSGKLLASCSADM GHTDSVQDISFDHSGK 80.49 1728.77037 2.321881535 LIS1_HUMAN[148-163] 
QDLPCFSREKLMQGFNEDM LCQDLPCFSREK 48.07 1551.717377 3.225458498 HAT1_HUMAN[293-304] 
QDNIHRFAAKTVHSGSLML VVNVANVGAVPSGQDNIHRFAAK 57.37 2362.25058 4.857232377 AP3B1_HUMAN[1026-1048] 
QDQKNGATHYWTLEKLRQR WTLEKLR 39.26 944.544327 4.348128386 KIF1A_HUMAN[800-806] 
QDRISGASEKDIVHSGLAY HGGTIPIVPTAEFQDRISGASEK 60.54 2409.228836 3.651375855 DHE3_HUMAN[481-503] 
QDRKSESKEKRDILSFDKI RDILSFDK 35.32 992.529083 4.061341949 SAFB2_HUMAN[609-616] 
QEAAERAIEKMNGMLLNDR GYGFVHFETQEAAERAIEK 77.6 2181.049057 3.743611348 PABP1_HUMAN[139-157] 
QEAASLLGKKYGETANECG HLVMGDIPAAVNAFQEAASLLGKK 96.34 2479.325684 5.670493429 NASP_HUMAN[53-76] 
QEAEEWYKSKFADLSEAAN FADLSEAANRNNDALRQAK 52.22 2103.04567 3.253376804 VIME_HUMAN[295-313] 
QEDRALRSFKLSVTVDPKY ELQAEQEDRALRSFK 46.53 1818.922379 -0.466210109 VIGLN_HUMAN[1040-1054] 
QEDSQVTVAIVLENRSSSI VLENRSSSILKGMEL 40.68 1690.892334 -1.935664344 AP3D1_HUMAN[952-966] 
QEELLHTQLKYQRILERLE EKIDQLQEELLHTQLK 51.75 1964.057816 5.854206483 OPA1_HUMAN[213-228] 
QEESDLELAKETFGVNNAV KLQEESDLELAK 60.05 1401.735077 2.787259921 EIF3J_HUMAN[122-133] 
QEEYIKDEQKNLKKEFLHA KLQQELEFLEVQEEYIKDEQK 76.44 2665.348618 4.777611422 PRS6B_HUMAN[46-66] 
QEFEKQDELKRSAMRAVAA ANSVKQEFEKQDELK 52.68 1791.900253 2.778614486 CAND1_HUMAN[1159-1173] 
QEGERYNYSKCTVVVRIME CFGTGAAGNRTSPQEGERYNYSK 69.42 2549.13533 1.726860064 PRKDC_HUMAN[1312-1334] 
QEGQCRVDDKVNFHFILFN NEAIQAAHDAVAQEGQCRVDDK 52.89 2424.10878 3.903290182 UCHL1_HUMAN[136-157] 
QEGTLQEYQKRMKKLDQQY RQLQQLQEGTLQEYQK 94.26 1989.027924 2.457481839 SDS3_HUMAN[82-97] 
QEHMINWVEKHVVQSISTQ HVVQSISTQQEKETIAK 76.77 1925.02179 0.67635598 AT5F1_HUMAN[222-238] 
QEIAMEHFVKKVEAAHCAA KVEAAHCAACDLFIPMQFGIIQK 33.97 2646.312042 2.364800485 AKP8L_HUMAN[478-500] 
QELAQRLKQEQRIRELAQK MQRAQELAQRLKQE 31.3 1743.904953 -2.282807898 CCD66_HUMAN[536-549] 
QELQPGTAYKFRVAGINAC FRVAGINACGRGPFSEISAFK 36.86 2283.158249 2.524135155 HCFC1_HUMAN[1864-1884] 
QEPTAEQLAQIAAENEEDE IAAENEEDEHSVNYKPPAQK 65.06 2268.065796 0.117721453 GDIR1_HUMAN[14-33] 
QEQAFLARLKGQDPGAPQL GQDPGAPQLQSESKPPKK 57.21 1890.979919 -1.077219266 GPTC4_HUMAN[187-204] 
QEQLELLSEKKILKILEGD KLCQEQLELLSEK 45.9 1616.844315 2.578479549 CI082_HUMAN[177-189] 
QEQVTQLTEKLKNQSESHK NHTLQEQVTQLTEK 40.38 1667.847855 3.087212053 EEA1_HUMAN[570-583] 
QEREAGAEEKMQEQLERNR MQEQLERNRQCQQNLDAASK 35.04 2446.144089 0.712550012 MD1L1_HUMAN[124-143] 
QERQFWSGLKLFRNILLWN FQERQFWSGLK 33.84 1424.720078 5.78710171 GCF_HUMAN[642-652] 
QESLERKFGKHGGTIPIVP HGGTIPIVPTAEFQDRISGASEK 60.54 2409.228836 3.651375855 DHE3_HUMAN[481-503] 
QEVEIARCHKGQYFGELAL GQYFGELALVTNKPRAASAYAVGDVK 62.77 2724.423492 6.449437854 KAP2_HUMAN[333-358] 
QFCINYCNEKLQQFFNERI LQQFFNERILKEEQELYQK 30.91 2482.285568 1.685140523 MYO6_HUMAN[480-498] 
QFCSFKIRTKTQSFCRNEY TQSFCRNEYSLTGLCNRSSCPLANSQYATIKEEK 35.66 4011.851288 5.287334569 MAK16_HUMAN[25-58] 
QFNIDSMVHKHGLEFYGYI HGLEFYGYIK 35.13 1225.613144 7.7577497 ANM3_HUMAN[82-91] 
QFPSSGRFWKLYIEAEIKA TYERLVAQFPSSGRFWK 41.08 2071.063934 1.08543245 CSTF3_HUMAN[53-69] 
QFQNFTNTRKSIFKEVEEK ENLPQDYARIFQFQNFTNTRK 44.04 2629.303711 3.119076722 TSR1_HUMAN[518-538] 
QFVPPLPEWKTSAVQRMGF TSAVQRMGFGNLNK 37.66 1521.772186 3.441382388 LSD1_HUMAN[648-661] 
QFVPRLYGFKIHPMAYQLQ RPANQFVPRLYGFK 49.31 1691.92598 0.757716363 CSK2B_HUMAN[178-191] 
QFVQGIFVEKYDPTIEDSY YDPTIEDSYRK 31.05 1385.646286 3.210054431 RAP1A_HUMAN[32-42] 
QFWDTQPVPKLGEVVNTHG RSYQFWDTQPVPK 53.91 1650.815445 2.713204564 NMT1_HUMAN[115-127] 
QGDAGLTGRKIIVDTYGGW YLDEDTIYHLQPSGRFVIGGPQGDAGLTGRK 32.67 3359.689865 2.535353066 METK2_HUMAN[235-265] 
QGDPGSNPNKRQRQPPLLG PTRLNVFKNDQDTWDYTNPNLSGQGDPGSNPNK 60.14 3688.714233 5.047558261 HNRPL_HUMAN[239-271] 
QGEMINRIEKNILSSADYV NILSSADYVERGQEHVK 39.32 1943.970078 3.696558955 STX4_HUMAN[244-260] 
QGFASGDGDKDAWAVRHFI DAWAVRHFIEQGINVCLCQSYAK 53.95 2764.321365 5.306546549 AATM_HUMAN[257-279] 
QGGKAFGLLKAQQEERLDE TRDLQGGKAFGLLK 31.36 1502.856903 6.060457241 AIF1_HUMAN[4-17] 
QGKLSCSTWNYQKSTIGAY YQKSTIGAYFLK 35.11 1417.760529 -9.512890029 WDR36_HUMAN[475-486] 
QGLEGSLRVAEQAQEALEQ EQAQEALEQQLPTLRHE 39.08 2019.00209 2.02723911 CROCC_HUMAN[812-828] 
QGLPEGVAFQHPENYDLAT HPENYDLATLK 55.14 1299.645889 2.03363087 GTD2A_HUMAN[156-166] 
QGQQQAGGKKKAEGGGGGG SSGPTSLFAVTVAPPGARQGQQQAGGKK 52.52 2724.43074 6.071727116 HNRPU_HUMAN[187-214] 
QGRDEQSEEKKKQLVRQVR AQFERDLQGRDEQSEEK 40.17 2063.95079 2.123112635 MYH9_HUMAN[1567-1583] 
QGRSAEEAYKQQIKEDNIG QQIKEDNIGNQLLRK 74.5 1795.990402 3.018947091 NKRF_HUMAN[547-561] 
QGSTPSPRQKSMKGFYFAK ADVERYIASVQGSTPSPRQK 42.56 2188.123627 -0.395315872 RBP2_HUMAN[6-25] 
QGVRGYPTLKLFKPGQEAV VYVAKVDCTAHSDVCSAQGVRGYPTLK 83.75 2980.453537 3.104896582 TXND5_HUMAN[114-140] 
QHAVGIVVNKQVKGKILAK TGRVYNVTQHAVGIVVNK 76.6 1954.07486 -0.280439614 RL21_HUMAN[61-78] 
QHDNIVTHYKNMIREQDLQ TLEQHDNIVTHYK 52.09 1596.789612 0.250502632 USO1_HUMAN[644-656] 
QHPLGVTWDKKRNLLYVAD LQHPLGVTWDK 38.03 1292.687729 2.221727596 NHLC2_HUMAN[474-484] 
QHPTASLIAKVATAQDDIT DGNVLLHEMQIQHPTASLIAK 53.24 2314.210327 3.226154474 TCPZ_HUMAN[59-79] 
QHSCQDIGAKSLTQVRAMM SLTQVRAMMYSGELKFEK 66.13 2117.064896 1.268737678 IMDH2_HUMAN[475-492] 
QHSSPNEQLKKPVTVSKGT DLEASHQHSSPNEQLK 40.74 1818.849625 -1.140281182 CT2NL_HUMAN[276-291] 
QHTTLSVLRKHFEANNGKL NYPPWQHTTLSVLRK 57.73 1838.979141 2.828199561 SYLC_HUMAN[943-957] 
QIAEEDFYEKLAASIAPEI LAASIAPEIYGHEDVKK 53.1 1839.973022 1.641328413 MCM7_HUMAN[336-352] 
QIELWTHPDKYPVGVHFLP YPVGVHFLPK 44.01 1155.644073 3.964023272 SAHH_HUMAN[379-388] 
QIEQLNRTKKHAHLTDTEI LADIQIEQLNRTKK 45.12 1668.952225 1.245092561 PFD1_HUMAN[29-42] 
QIFIQKKAVKNFTEVHPDY NFTEVHPDYGSHIQALLDK 43.53 2183.064728 2.736519867 CATA_HUMAN[481-499] 
QIKQGFIVVKGHSTCLSEG GHSTCLSEGALSPDGTVLATASHDGYVK 118.69 2829.323959 3.075646383 EDC4_HUMAN[295-322] 
QINASIVRVKKLFPGQPAA KLFPGQPAAESGKIDVGDVILK 41.49 2281.268173 3.839531057 PTN13_HUMAN[1535-1556] 
QINTYCQNIKEFTAQNLGK LFKPPQPPARMDSLLIAGQINTYCQNIK 68.68 3212.683807 6.018021431 EIF3H_HUMAN[304-331] 
QIQCVVEDDKVGTDMLEEQ KLQIQCVVEDDK 96.11 1473.749725 1.2464803 EF1B_HUMAN[186-197] 
QIRSKINVYKRFYPAEWQD RFYPAEWQDFLDSLQK 79.54 2041.989761 8.467721205 U384_HUMAN[157-172] 
QITAGNAARKNHLEGKAAI VLLQSKDQITAGNAARK 76.49 1812.021713 3.962424925 PUR6_HUMAN[31-47] 
QKALRVLKQKRMYEQQRDN RMYEQQRDNLAQQSFNMEQANYTIQSLK 32.14 3433.614258 0.837018891 CHMP5_HUMAN[73-100] 
QKDDEEQIAKYRQLLQVIQ YRQLLQVIQEK 55.63 1416.808868 3.665984959 ESF1_HUMAN[582-592] 
QKDELRETLKSLKKVMDDL DVQREIADLGEALATAVIPQWQKDELRETLK 60.71 3534.868164 4.528598878 SYAC_HUMAN[790-820] 
QKDETLETEKAQYYLPDGS ERACYLSINPQKDETLETEK 67.46 2423.163803 1.249605989 ACTZ_HUMAN[219-238] 
QKDIKNVPFKIVRASNGDA IVRASNGDAWVEAHGK 70.71 1708.864502 -0.303125262 GRP75_HUMAN[144-159] 
QKELDEITAKRQKKGKQEE DVAKPSEEEQKELDEITAK 37.74 2158.064072 2.673692628 PRP17_HUMAN[204-222] 
QKERRNSRGKIIKPLQYQS IIKPLQYQSTVASGTVARVEPNIK 57.2 2611.469711 2.749409641 NOG2_HUMAN[56-79] 
QKFQFDGDKKSFLEDIRKA SFLEDIRK 35.45 1006.544724 3.507047343 6PGD_HUMAN[318-325] 
QKGFRLVGLKFMQASEDLL GFRLVGLK 50.87 888.55452 4.076283355 NDKA_HUMAN[32-39] 
QKHLQSKFHKETLRFISTK ETLRFISTKLPDK 36.52 1546.871872 2.825056218 AKAP8_HUMAN[416-428] 
QKISDDLMQKISTQNRRAL ISTQNRRALDLVAAK 34.63 1654.947815 1.128132249 PSMD3_HUMAN[195-209] 
QKKLAVFSKMQDSLEVTLP QDSLEVTLPSK 33.93 1215.634674 3.469792439 VGLL3_HUMAN[52-62] 
QKKLVLILNKSDLVPKENL SDLVPKENLESWLNYLKK 47.21 2175.157516 6.531940742 GNL3_HUMAN[180-197] 
QKKRQEEIKKRLEEPEEPK RLEEPEEPKVLTPEEQLADK 65.2 2349.206314 1.382594615 EIF3J_HUMAN[98-117] 
QKKRTRRAVKFQRAITGAS FQRAITGASLADIMAK 52.9 1691.902847 3.07641778 RL24_HUMAN[78-93] 
QKMMDSLFLKLDALSNFHF LDALSNFHFIPKPPVPEIK 45.53 2161.193542 7.981700697 MPP10_HUMAN[507-525] 
QKPEPQDDGKSTESDVKAD STESDVKADGDSKGSEEVDSHCK 38.28 2466.045258 -1.742871501 LAS1L_HUMAN[235-257] 
QKQSVVYGGKSTIRDRSSG STIRDRSSGTASSVAFTPLQGLEIVNPQAAEK 118.88 3329.721527 6.356687738 PRP31_HUMAN[439-470] 
QKRLFLGPYKGRSTELIPR RLFLGPYK 40.14 992.580719 1.355053523 NCOAT_HUMAN[290-297] 
QKTVDGPSGKLWRDGRGAL LWRDGRGALQNIIPASTGAAK 67.82 2194.197052 2.775047024 G3P_HUMAN[195-215] 
QKVLEDSDLKKSDIDEIVL KSDIDEIVLVGGSTRIPK 81.43 1926.078583 1.007227855 GRP78_HUMAN[353-370] 
QKVMEKETEKKISEIEDAA KISEIEDAAFLAREK 48.22 1718.920242 1.425895129 ERLN2_HUMAN[241-255] 
QLADVNNIGKYRSAGACTA YRSAGACTAAAFLK 62.98 1485.739807 2.649858327 AMPL_HUMAN[456-469] 
QLAHGTAEEKMPVWYIMDE FNQTYQLAHGTAEEK 42.57 1735.816544 3.801092934 TTL12_HUMAN[173-187] 
QLALIEELHKEIRLIGNES KLDAGNQLALIEELHK 98.28 1790.988998 2.242336499 GCN1L_HUMAN[2222-2237] 
QLEAQISELVEQLGKESGF RDRMVSQLEAQISELV 31.77 1888.967636 -0.690324162 CF097_HUMAN[362-377] 
QLEQNLAAAEEGPLEPAVV AVILGMSSLEQLEQNLAAAE 40.43 2086.061569 5.335892366 ARK73_HUMAN[284-303] 
QLERQNKELKAKLQELEGA AKLQELEGAVK 57.23 1184.676453 4.768390547 MYH10_HUMAN[1799-1809] 
QLESSKRFAKEFMDRHGIP EFMDRHGIPTAQWK 30.85 1714.824951 -2.23229782 PUR2_HUMAN[112-125] 
QLFNDGSKGKLNHLCGADF LNHLCGADFVK 41.09 1272.628494 2.98437448 AGM1_HUMAN[245-255] 
QLFTRIVQQKALPLTRFQA ALPLTRFQAVVALAVGRLADK 30.39 2208.310638 5.910853199 CND1_HUMAN[396-416] 
QLFWGLRCLKEQGYDPFKE EQGYDPFKEDLNHLVGYK 46.47 2151.027267 4.280280469 NUD15_HUMAN[143-160] 
QLGVEFFDEKLNSLCMAWL LNSLCMAWLVDHVYAIREAATSNLK 42.48 2874.452011 4.470765193 2AAA_HUMAN[443-467] 
QLHTLGDLLKEVCPSAIDP LFRPVAADGQLHTLGDLLK 48.13 2063.152756 4.389398688 ATG5_HUMAN[202-220] 
QLIDSFTSIMQESIRVNPS QESIRVNPSMVTKL 36.35 1600.860657 -1.977061518 STRUM_HUMAN[569-582] 
QLKSFLRECKVANYCRQVQ VANYCRQVQQLLGK 56.65 1675.882797 2.980518691 NOC2L_HUMAN[563-576] 
QLLAVQAIRKYGRDFQAIS YGRDFQAISDVIGNK 41.1 1681.842377 4.64787908 RCOR1_HUMAN[398-412] 
QLQDCSIFIKIIDRIHGTE IIDRIHGTEEGQQILK 71.95 1849.005737 0.252568173 NUMA1_HUMAN[39-54] 
QLQHENSILKGAQMKASLA DSPLLLQQISAMRLHISQLQHENSILK 77.27 3111.686234 6.533113711 DCTN1_HUMAN[1089-1115] 
QLQTHPNVDKKLFTAESLI KLFTAESLIGLK 73.06 1318.786011 2.753289745 COPD_HUMAN[336-347] 
QLRDFYFSVKLSENMKASS EQIGKVDEIFGQLRDFYFSVK 48.43 2517.290375 5.524193847 NOLA1_HUMAN[108-128] 
QLRHLGNAIKQVTMKKDYQ ELQLIPDQLRHLGNAIK 51.2 1957.110855 4.409050197 NUP88_HUMAN[664-680] 
QLRKLFIGGLSFETTDDSL SFETTDDSLREHFEK 48.51 1839.827515 0.117945839 ROA3_HUMAN[43-57] 
QLSHLRQYEKSIVNYKPKI SIVNYKPKIDQLEGDHQLIQEALIFDNK 47.19 3267.713898 -2.021596812 ACTN1_HUMAN[677-704] 
QLSRDIGRLKETYEALLAR ETYEALLARFPNLRFAYK 52.8 2201.163269 3.28099242 SMC2_HUMAN[494-511] 
QLTEEIGRLKAEIARSNAS AEIARSNASLTNNQNLIQSLKEDLNK 76.33 2883.504929 5.598741947 TPR_HUMAN[1380-1405] 
QLVAGVAFKKTFSYAGFEM KVQGGALEDSQLVAGVAFKK 62.58 2044.131683 4.837750954 TCPH_HUMAN[199-218] 
QLVLFGLSNQMVVAFKEEN MVVAFKEENTIAFK 31.52 1641.843613 -4.245836781 MCLN3_HUMAN[86-99] 
QMEKDIQDNKFIEAGQFND FIEAGQFNDNLYGTSIQSVRAVAERGK 43.68 2969.499512 5.408318787 DLG3_HUMAN[691-717] 
QMETQSSMRKKVCDIAAEL KVCDIAAELARNLIDEDGNNQWPEGLK 53.52 3067.50325 8.359567345 IPO5_HUMAN[108-134] 
QMHQLVAAYKDAYERDLEA DAYERDLEADIIGDTSGHFQK 80.53 2379.09787 5.082598809 ANXA6_HUMAN[136-156] 
QMIQIKKATHNRPKGKDKL NRPKGKDKLK 35.4 1182.71965 -5.223554035 IFIT5_HUMAN[306-315] 
QMKKFVEWLKNAEEESESE KFVEWLK 37.18 948.543274 3.508537872 BZW1L_HUMAN[258-264] 
QNEALLQAIKARNIRLSEA ERNQNEALLQAIK 39.49 1525.821198 2.76179149 TTC4_HUMAN[215-227] 
QNHLQEQPRKALVDILSEV LLQALAQYQNHLQEQPRK 82.55 2177.170486 5.501636219 MBB1A_HUMAN[162-179] 
QNIQDICNSKHMQKNPPGP VLAIMREHGLNPDVVQNIQDICNSK 106.52 2862.448013 5.694426563 ZCCHV_HUMAN[198-222] 
QNKAISQILQESAMQKAAF QMDQNKAISQILQ 36.86 1515.7715 0.133265469 LRSM1_HUMAN[436-448] 
QNLHQNLIRKFPKGDVISV FAAQNLHQNLIRK 47.49 1551.863358 0.318971382 ILKAP_HUMAN[162-174] 
QNLLILTAIKADRTRVMEY IVLDNSVFSEHRNLQNLLILTAIK 83.93 2749.549011 5.001547507 CLH1_HUMAN[1011-1034] 
QNPFQYWIVSVIENVGGRL LITVGSLIELQDSQNPFQYWIVS 40.34 2649.369019 5.367693174 SMBT2_HUMAN[185-207] 
QNQPIDKARKTYERLVAQF TYERLVAQFPSSGRFWK 41.08 2071.063934 1.08543245 CSTF3_HUMAN[53-69] 
QNVDWNKLIKRAVEGLAES RAVEGLAESGGSTLK 82.44 1473.778702 1.791313714 MYST3_HUMAN[105-119] 
QPAQHGEIIKHMAKLLDSI KLLQMQPAQHGEIIK 39.1 1732.965775 1.585143827 AP3B1_HUMAN[467-481] 
QPAQLTTVGKRCCLWIQDL ERASLPTLGFTHFQPAQLTTVGK 54.83 2498.328171 6.3726616 PUR8_HUMAN[148-170] 
QPCFLGMESCGIHETTFNS GIHETTFNSIMK 30 1376.675827 0.301450779 A26CA_HUMAN[973-984] 
QPCPDVKYGKRIHVLPIDD RIHVLPIDDTVEGITGNLFEVYLK 103.81 2740.479965 3.486980428 TERA_HUMAN[113-136] 
QPGEQKYEYKSDQWKPPNL IHNAENIQPGEQKYEYK 46.02 2059.996262 0.135922577 IF4G1_HUMAN[581-597] 
QPGTSLAKAKRLNLATECL RLNLATECLPLDK 61.96 1541.823532 1.460608139 RG9D1_HUMAN[322-334] 
QPLEASTWLKNFKTTNERF QRFDQPLEASTWLK 38.12 1717.878754 4.552125685 RT29_HUMAN[176-189] 
QPMIHIYLDKETGKPKGDA ETGKPKGDATVSYEDPPTAK 85.46 2090.016769 -0.969848678 EWS_HUMAN[405-424] 
QPPSSLVIDKESEVYKMLQ TAASGVEANSRPLDHAQPPSSLVIDK 61.88 2659.356537 4.28900745 PDLI1_HUMAN[167-192] 
QPQNGRSISKRGVSCQFGP RGVSCQFGPDVTK 63.45 1449.703476 1.590670119 PPP5_HUMAN[400-412] 
QPQQQRGAAKEAAGKSSGP GHGEQQPQPPATQQQQPQQQRGAAK 35.52 2722.328384 0.06465054 HNRPU_HUMAN[157-181] 
QPSLQVSQGKLHSLVKPSV LHSLVKPSVDYVCQLK 56.11 1885.013153 4.922512071 LANC1_HUMAN[240-255] 
QPSVIRHVRSWSNIPFITV WSNIPFITVPLSRTHGK 33.23 1952.063217 4.244227302 P5CS_HUMAN[43-59] 
QPWVSVQPRKLRQNLDALL LRQNLDALLNQLK 57.79 1537.893982 3.909242165 DYHC1_HUMAN[1359-1371] 
QQAIDSHSVKNFREEPEHD TCSKPSENEVPQQAIDSHSVK 44.21 2340.101578 1.018759195 TACC1_HUMAN[113-133] 
QQELERELFKLKQMFGNAD RQTSGGPVDASSEYQQELERELFK 52.47 2753.325623 6.370114691 ATP5J_HUMAN[54-77] 
QQFNNRAYSKNKKGQVKRS WQQFNNRAYSK 57.02 1440.689819 2.015006951 SPF30_HUMAN[178-188] 
QQGRKQLLEKWLKEDKLEC WLKEDKLECSEELGDLVK 95.71 2190.087799 4.877886633 CLH1_HUMAN[451-468] 
QQMEEQVAQKSSELEQYLQ LIRQQMEEQVAQK 36.36 1599.84024 -0.924467308 SWP70_HUMAN[396-408] 
QQNEPQLGLKDQQVLDVKS RKPPVPLDWAEVQSQGEETNASDQQNEPQLGLK 102.91 3687.812851 4.14608892 SAE2_HUMAN[276-308] 
QQPSNYGPMKSGNFGGSRN SGNFGGSRNMGGPYGGGNYGPGGSGGSGGYGGRSRY 68.03 3357.435486 1.165770725 ROA2_HUMAN[318-353] 
QQQAAPNLRKLIYGTVTED AAEAFLRQQQAAPNLRK 75.3 1911.043823 1.38667673 BMS1_HUMAN[675-691] 
QQQEETAAATLLLQGEEEG RAACEQLHQQQQQQQEETAAAT 85.55 2553.162598 -0.374045899 PURA_HUMAN[289-310] 
QQQLVESLHKVLGGNQTLT ETEIRSQQQQLVESLHK 67.42 2052.059952 4.620722699 NUP54_HUMAN[199-215] 
QQQSNYGPMKGGSFGGRSS GGSFGGRSSGSPYGGGYGSGGGSGGYGSRRF 65.7 2831.239685 1.813693142 ROA3_HUMAN[348-378] 
QQQVQKLKVKSAFLLQNLL SAFLLQNLLVGHPEHK 55.22 1801.983887 4.116019046 HPBP1_HUMAN[253-268] 
QQRAIIPCIKGYDVIAQAQ PSAIQQRAIIPCIK 33.79 1593.902451 3.124407016 IF4A2_HUMAN[56-69] 
QQRDPEAHIKHLLHQRQRR QQQQLQQQQQRDPEAHIK 33.57 2230.12027 -1.838017463 MINK1_HUMAN[371-388] 
QQRLLDIAKKENVKISDEG IQQQRLLDIAKK 41.73 1452.877609 -1.022797785 RFC4_HUMAN[206-217] 
QQSPTSGGGKVAPAQPSEE VAPAQPSEEGPGRKDENKVDGMNAPK 33.17 2736.313675 -0.490440848 IF4B_HUMAN[512-537] 
QQVLRANQYKENHNRTQQQ TLHEWCDGCEAVLLGIEQQVLRANQYK 59.39 3229.564835 9.337790551 CSN7B_HUMAN[173-199] 
QQYNVTYVVKERGDYVLAV HVGNQQYNVTYVVK 51.08 1647.836914 2.347926525 FLNB_HUMAN[2563-2576] 
QRAHEQRFLKSIAEGIGPE SIAEGIGPEERRQTLLQK 51.88 2024.10141 3.55268761 GEMI4_HUMAN[1037-1054] 
QREFALSNLKAGAKDILVA GQEQREFALSNLK 62.32 1518.779022 1.693465582 DDX23_HUMAN[699-711] 
QREKPRVQEKQHPVPPPAQ QHPVPPPAQNQNQVRSPGAPGPLTLK 69.88 2727.456879 3.348540566 ZYX_HUMAN[329-354] 
QRGLVGEIIKRFEQKGFRL QRGLVGEIIK 36.59 1111.671326 3.314828685 NDKA_HUMAN[17-26] 
QRILEFFGLKKEECPAVRL KEECPAVRLITLEEEMTK 35.91 2175.091492 5.397933854 PDIA1_HUMAN[309-326] 
QRITAFKMEKAPIDTSDVE FGFAESIANQRITAFKMEK 32.74 2187.114624 0.231812267 EXOS9_HUMAN[282-300] 
QRLEELQLFKNKETSVAIE QRLEELQLFK 44.31 1302.729553 5.049398 PUS7_HUMAN[177-186] 
QRLLGWIQNKLPQLPITNF QRLLGWIQNK 31.7 1254.719666 3.138549675 FLNA_HUMAN[170-179] 
QRMGFGNLNKVVLCFDRVF TSAVQRMGFGNLNK 37.66 1521.772186 3.441382388 LSD1_HUMAN[648-661] 
QRQEISAAFKTLFGRDLLD GLGTDEESILTLLTSRSNAQRQEISAAFK 41.48 3134.620728 6.314639543 ANXA5_HUMAN[30-58] 
QRQLFEEQAKAKAAGDDEA EICNAYTELNDPMRQRQLFEEQAK 54.65 2982.396332 5.049965975 SYK_HUMAN[494-517] 
QRREMLETVKQLTGGVDVE QLTGGVDVERNSTEAERNK 59.8 2102.035202 3.211649355 IF4G3_HUMAN[1179-1197] 
QRRGSQGDSKQQNGPPRKH TAVNVPRQPTVTSVCSETSQELAEGQRRGSQGDSK 43.7 3758.824203 5.509435632 PDLI5_HUMAN[199-233] 
QRTYSDDHVKFFCFQVLEH ISPDAWQVCAEALAQRTYSDDHVK 59.05 2759.297318 3.806766285 XPOT_HUMAN[30-53] 
QRVKILFNKKENALVQMAD ENALVQMADGNQAQLAMSHLNGHK 69.75 2576.222351 3.10959184 PTBP1_HUMAN[375-398] 
QSEINQLHSKLLETERQLG EQHGLQLQSEINQLHSK 62.16 1988.007523 3.999481847 EEA1_HUMAN[406-422] 
QSGAGNNWAKGHYTEGAEL GHYTEGAELVDSVLDVVRK 105.19 2086.069489 6.175729077 TBB2A_HUMAN[104-122] 
QSHCGYLLEKDLEEILYTL DLEEILYTLGLHLSRAQVK 75.73 2197.210632 5.958463795 CCAR1_HUMAN[944-962] 
QSKEKEKKVKKTIPSWATL KTIPSWATLSASQLARAQK 49.21 2056.142883 2.149169708 HP1B3_HUMAN[131-149] 
QSKLESELRKLKFSYRENL GTEQYQSKLESELRK 47.12 1794.911148 1.295328742 PRI2_HUMAN[66-80] 
QSLAADQLLKLMSTVDPKL LMSTVDPKLNHVAAGLVSPSLK 47.76 2276.256226 4.567587726 SFR11_HUMAN[190-211] 
QSLHGDIPQKQREITLKGF EAQELSQNSAIKQDAQSLHGDIPQK 56.78 2734.352158 3.494063474 DDX21_HUMAN[450-474] 
QSPSALSAGKTAVNVPRQP TAVNVPRQPTVTSVCSETSQELAEGQRRGSQGDSK 43.7 3758.824203 5.509435632 PDLI5_HUMAN[199-233] 
QSPSLFGSTKLQQESTFLF LQQESTFLFHGNKTEDTPDK 56.34 2334.112808 3.429568602 NUP50_HUMAN[230-249] 
QSSEAEIQAKARQAEAAER RSIQEELQQLRQSSEAEIQAK 48.78 2470.277512 5.027370382 PLEC1_HUMAN[1553-1573] 
QSSELTKWYKGLCLLEQID GLCLLEQIDSFKPPQRSIDK 31.16 2343.225647 3.471283276 HBS1L_HUMAN[467-486] 
QSSLQEVYHKSMTLKEAIK GPQLFHMDPSGTFVQCDARAIGSASEGAQSSLQEVYHK 53.62 4104.905823 8.119309294 PSA5_HUMAN[150-187] 
QSSNIFTVAKRNVEGQDML RNVEGQDMLYQSLK 76.04 1679.830078 2.889577978 AP1B1_HUMAN[888-901] 
QSSTPAPVKKSGKLRQQID SANPPHTIQASEEQSSTPAPVKK 79.8 2403.202988 -0.105692279 HBS1L_HUMAN[215-237] 
QSVKPQEAPKELVIPLIQN TVEGRELQSVKPQEAPK 49.45 1895.011215 2.304999551 GPKOW_HUMAN[51-67] 
QSVQVFGRKKTATAVAHCK GPLQSVQVFGRKK 51.7 1442.835785 2.28508333 RS16_HUMAN[5-17] 
QSVTATAASKTPLENVPGN SSHGSSKPQEVPQSVTATAASK 52.65 2183.081833 -0.655953423 NBEA_HUMAN[1497-1518] 
QTCREEHKKKHPDASVNFS HPDASVNFSEFSK 81.48 1463.668106 3.810973251 HMGB1_HUMAN[31-43] 
QTCREEHKKKHPDSSVNFA HPDSSVNFAEFSK 73.7 1463.668106 4.555677597 HMGB2_HUMAN[31-43] 
QTCSTSTQSKSSSGSAHFA LYRSINRTGTAQPGTQTCSTSTQSK 48.68 2742.33551 -0.771969729 EPC1_HUMAN[549-573] 
QTDDGEDDLKKGTQLLEIY ILRQLHQSCQTDDGEDDLK 81.25 2270.059723 0.158145619 CSN2_HUMAN[171-189] 
QTEEQVNDLKERLKTSTSN GQPSNKEDVDDLVSQLRQTEEQVNDLK 40.34 3083.500702 8.172205047 TPR_HUMAN[926-952] 
QTERNELNEKVEVLKEQVS LCRALQTERNELNEK 30.95 1872.94754 -0.890574864 TXLNG_HUMAN[437-451] 
QTEYLEERRVKEVVKKHSQ KEDQTEYLEERRV 32.38 1693.827087 1.342521924 H90B3_HUMAN[165-177] 
QTRDEQNEEKKRLLIKQVR AQFERDLQTRDEQNEEK 33.73 2134.9879 1.817808897 MYH10_HUMAN[1574-1590] 
QTRNVNLIKKTVLRMPLHT TVLRMPLHTIIPLLQELTK 51.18 2215.312607 6.385103373 WDR43_HUMAN[493-511] 
QTSVAYGCIKYADLSHNRL YADLSHNRLNDYIFSFDK 55.72 2217.049057 5.883947384 SYRC_HUMAN[505-522] 
QTVFLRPCLSMIASHFVPP QTVFLRPCLS 37.28 1219.638336 7.770336271 RN3L1_HUMAN[140-149] 
QVDMDELEEKNRSIQAALD NRSIQAALDSAYK 45.88 1435.741898 3.41704871 TMF1_HUMAN[653-665] 
QVEHVLPLLKRGIGIHHGG KLPQVEHVLPLLK 52.92 1512.939163 2.431690639 SK2L2_HUMAN[437-449] 
QVGDRCYDEKMYDAAKLLY TNRLAELEEFINGPNNAHIQQVGDRCYDEK 36.69 3529.664398 4.522242967 CLH1_HUMAN[1180-1209] 
QVGQAKVVLKSKDDQVTVI SKDDQVTVIGAGVTLHEALAAAELLKK 39.03 2776.533432 5.618516896 TKT_HUMAN[498-524] 
QVGVAFPHIKHNYECLVYV RANPQVGVAFPHIK 71.87 1532.857574 -3.210996301 KU86_HUMAN[400-413] 
QVINDGDKPKVQVSYKGET HWPFQVINDGDKPK 54.79 1679.841995 2.047216351 HSP71_HUMAN[89-102] 
QVKCAQIEAKFYEEVHDLE FYEEVHDLERK 67.14 1463.704468 0.480971409 NP1L1_HUMAN[95-105] 
QVLKDDTTTKRWLAQLVKN RWLAQLVK 41.65 1012.618164 3.831651592 RCD1_HUMAN[274-281] 
QVLKIIASYKHTTSIFDDF HTTSIFDDFSHYEK 41.1 1725.763474 0.86860107 YTHD2_HUMAN[549-562] 
QVLNDYLADKSYIEGYVPS SYIEGYVPSQADVAVFEAVSSPPPADLCHALRWYNHIK 59.52 4286.089493 4.500139353 EF1B_HUMAN[23-60] 
QVNGGTVAEKLDWARERLE LDWARERLEQQVPVNQVFGQDEMIDVIGVTK 98.45 3611.840622 6.650625682 RL3_HUMAN[194-224] 
QVNGTEWSWKNLNTLCWAI LHNQVNGTEWSWK 56.81 1597.763733 2.541677418 XPO1_HUMAN[480-492] 
QVNPERKNLKWIGLDLSNG WIGLDLSNGKPRDNK 49.18 1711.900543 3.961094602 TCPA_HUMAN[485-499] 
QVRRTEKKLKDVLLQVDDE DVLLQVDDERRNAEQYK 42.37 2090.039215 2.076037602 MYH9_HUMAN[1846-1862] 
QVSLINLAMKCYPDRVDYV CYPDRVDYVDK 41.06 1428.634369 1.969013249 VPS35_HUMAN[361-371] 
QVTLEGDKLKVEREIDGGL VEREIDGGLETLRLK 32.51 1726.957718 1.803750009 ETFB_HUMAN[162-176] 
QWSPALTISKVLLSICSLL VLLSICSLLCDPNPDDPLVPEIARIYKTDRDK 43.38 3724.916794 5.924159175 UB2D3_HUMAN[102-133] 
QWSPALTVSKVLLSICSLL IYHPNINSNGSICLDILRSQWSPALTVSK 38.83 3282.6819 4.66447876 UB2D1_HUMAN[73-101] 
QYGNEVFLAKLIAQACVSI LIAQACVSIFPDSGHFNVDNIRVCK 82.76 2859.416016 6.003323722 TCPQ_HUMAN[182-206] 
QYQVVLVEPKTAWRLDCAQ TAWRLDCAQLK 39.95 1360.692139 3.391656252 CN37_HUMAN[152-162] 
QYRLTPLELKQKCKEMNAD IRWNDGLDQYRLTPLELK 37.83 2229.190567 3.699100526 PAPS2_HUMAN[377-394] 
RAALQELLSKGLIKLVSKH IRGSLARAALQELLSK 52.32 1725.026047 1.858522661 RS25_HUMAN[79-94] 
RAARLAKEAKSETSGPQIK SETSGPQIKELTDEEAERLQLEIDQKK 61.89 3113.572754 3.301352116 NUDC_HUMAN[97-123] 
RAAVGRPLDKHEGALETLL HEGALETLLRYYDQICSIEPK 30.21 2534.247482 4.210322818 PDC6I_HUMAN[61-81] 
RADGYVLEGKELEFYLRKI LLACIASRPGQCGRADGYVLEGK 49.29 2490.247131 1.698626593 RS8_HUMAN[171-193] 
RADLAEEYSKDRKKFCKNA PATKTDQVIQSLIALVNDPQPEHPLRADLAEEYSK 80.6 3886.0112 7.53265971 UB2L3_HUMAN[97-131] 
RAELYRVPAKSTLLQVLQH STLLQVLQHQRYFVK 48.8 1859.041748 4.451755862 TTC4_HUMAN[344-358] 
RAFQKLTTPKVVTKPGHII VVTKPGHIINPIK 37.63 1414.866013 1.05098291 UT14A_HUMAN[721-733] 
RAFSQGSEWERHVLRHGMA RHVLRHGMA 31.6 1075.582138 3.508797577 ZN462_HUMAN[1337-1345] 
RAHIAQLCEKAGLLQRALE AGLLQRALEHFTDLYDIK 67.15 2102.116013 7.106648685 CLH1_HUMAN[620-637] 
RALAENSGVKANEVISKLY KFAEAFEAIPRALAENSGVK 86.83 2147.137451 6.186376188 TCPQ_HUMAN[440-459] 
RALAYFEQLKISPDAWQVC ISPDAWQVCAEALAQRTYSDDHVK 59.05 2759.297318 3.806766285 XPOT_HUMAN[30-53] 
RALCGLDESKAKLSSDVLT LAIAERYLVPQARALCGLDESK 30.68 2472.315826 3.477306544 LONM_HUMAN[667-688] 
RALIHSACVKAGESVLVHG AGESVLVHGASGGVGLAACQIARAYGLK 49.19 2711.417709 4.175675316 QOR_HUMAN[148-175] 
RALLPHVLCKNCVVELNFG DSLADRALLPHVLCK 43.82 1706.913757 6.950556202 HNRL2_HUMAN[392-406] 
RANTFVAELKGLDPARVNV GLDPARVNVPVIGGHAGK 37.67 1755.974411 1.481798359 MDHM_HUMAN[186-203] 
RAPLPLGHIKRMQEVYNFN DLSSHQLNEFLAQTLQRAPLPLGHIK 54.34 2925.582443 5.262883648 LKHA4_HUMAN[494-519] 
RAPRVSQGSKDPAEGDGAQ DPAEGDGAQPEETPRDGDKPEETQGK 73.35 2752.205978 0.499599235 GANAB_HUMAN[192-217] 
RAQRPRLQLKPRTVATPLN PRTVATPLNQVANPNSAIFGGARPREEVVQKEQE 46.65 3701.923737 2.845817674 IF4H_HUMAN[215-248] 
RASAYEALEKYPMAYVDYK DCTSALALVPFSIKPLLRRASAYEALEK 38.63 3118.68483 5.95154721 TOM34_HUMAN[73-100] 
RASELKEEIKALEDARINL EALENCITLQDFNRASELKEEIK 70.35 2749.359192 5.245222247 CND3_HUMAN[504-526] 
RASFPVQILPNLYLGSARD RDSMSCGLDSEGATPPPVGLRASFPVQILP 31.41 3169.553635 1.778483865 DUS9_HUMAN[180-209] 
RASGRGLQPKGVRIRETTD SPFVVQVGEACNPNACRASGRGLQPK 59.8 2798.370453 2.482873557 FLNB_HUMAN[440-465] 
RASVFVKLQKPNAAIRDCD PNAAIRDCDRAIEINPDSAQPYK 44.55 2613.260498 1.436519629 F10A1_HUMAN[164-186] 
RATFSEFAAKHAKDSRFKA FNPRATFSEFAAK 52.39 1484.741196 4.186588219 TCRG1_HUMAN[741-753] 
RATGQGPLAQLMDPGPALP PPAGLRATGQGPLAQ 36.8 1432.778656 -7.806509368 RUSC2_HUMAN[631-645] 
RAVEEGLTYKFHAAWSSVL MFRAVEEGLTYK 59.36 1442.722763 3.632714569 RRP12_HUMAN[471-482] 
RAWTIRKGTKAPQAAGKIH APQAAGKIHTDFEK 43.98 1511.773224 0.394900499 OLA1_HUMAN[327-340] 
RAYGLKSGLKKQELLEALT KQELLEALTK 79.83 1171.681198 4.313460017 KU70_HUMAN[596-605] 
RAYQFAGRSKKETKYSLKA YASWAASQINRAYQFAGRSK 31.33 2274.129349 -0.37245023 TTC35_HUMAN[256-275] 
RCCKKKTSAAEGPELVSLQ EGPELVSLQVLDQ 33.49 1425.735123 0.828344607 MICA_HUMAN[339-351] 
RCGESGHLAKDCDLQEDAC DCDLQEDACYNCGRGGHIAK 64.85 2337.952499 5.323033725 CNBP_HUMAN[66-85] 
RCGKKKVWLDPNETNEIAN PNETNEIANANSRQQIRK 50.56 2082.056564 -1.509565136 RL19_HUMAN[26-43] 
RCGLALALNKLSQYLDSSQ LYRPPPVLDALGRVISESPPDQWEARCGLALALNK 53.22 3901.067215 5.689468747 GCN1L_HUMAN[1209-1243] 
RCPTHSFSDKEGSSRCECE SSSQDLQCSRCPTHSFSDK 31.02 2225.942993 1.244416415 EPHA7_HUMAN[286-304] 
RCSLLDCDLKQSQQKINEL RCSLLDCDLK 32.06 1278.606033 3.448286561 ROCK2_HUMAN[760-769] 
RCSWSPDGSKIAAGSADRF NLLRCSWSPDGSK 52.75 1518.724899 3.572075498 WDR57_HUMAN[287-299] 
RCVKVDLSEKYKKLVLRIP ALWFQGRCVKVDLSEK 39.93 1935.003647 6.050117796 MATR3_HUMAN[556-571] 

RDAWGPGAAKSGVGTALLL GFVEPDHYVVVGAQRDAWGPGAAK 60.54 2525.245178 4.215432265 TFR1_HUMAN[395-418] 
RDCDHADEQKCYSCGEFGH CYSCGEFGHIQK 60.01 1484.617676 4.341858584 CNBP_HUMAN[119-130] 
RDDLRFRGVKGTTGTQASF GTTGTQASFLQLFEGDDHKVEQLDK 55.18 2763.335175 4.196740267 PUR8_HUMAN[200-224] 
RDDNMFQIGKMRYVSVRDF QSSSSRDDNMFQIGK 40.94 1698.763138 3.098725115 TCP4_HUMAN[54-68] 
RDELTLEGIKQFFVAVERE RDELTLEGIK 65.91 1172.640076 -0.702687906 IF4A3_HUMAN[243-252] 
RDKSIELQKNAMEKLHSMD RDKSIELQKN 43.27 1229.67276 7.809394753 LRCC1_HUMAN[939-948] 
RDKSNVFRDKRFGEYNSNM RFGEYNSNMSPEEK 60.47 1686.730743 1.992612048 NOP14_HUMAN[87-100] 
RDKVREMFMKNAHVTDPRV NAHVTDPRVVDLLVIK 34.83 1788.025772 4.413806626 NDUA6_HUMAN[70-85] 
RDLCGIVASKASLRELALG ASLRELALGSNK 39.42 1257.704056 6.22403972 RINI_HUMAN[227-238] 
RDLLQSSYNKQRFDQPLEA NCRDLLQSSYNK 73.5 1496.704147 2.396599226 RT29_HUMAN[164-175] 
RDRKDRSKSKESARDPKPE ESARDPKPEASRASDAGTASQA 32.09 2201.030823 -0.850510579 DIDO1_HUMAN[2219-2240] 
RDRLGTVYEKFITPEDLSK NAVEEYVYDFRDRLGTVYEK 40.13 2465.186279 5.627566614 HS74L_HUMAN[622-641] 
RDRSNVLSGIKMAALEEGL KMAALEEGLKK 30.65 1232.67981 -2.002141984 CHD1L_HUMAN[816-826] 
RDSSPTTNSKLSALQRSSC LSALQRSSCSTPLSQANRYTK 36.44 2367.196457 2.384255005 4ET_HUMAN[759-779] 
RDTYGVRPLFKAMTEDGFL KVFLGRDTYGVRPLF 35.73 1766.983185 1.765155451 ASNS_HUMAN[132-146] 
RDWNTLIVGKLSPWIRPDS LSPWIRPDSKVEK 44.73 1553.856552 0.701480454 ANM5_HUMAN[86-98] 
RDYSRTIPGKQQLLIGAYA YLRDYSRTIPGK 34.17 1467.783386 1.932165214 TCPH_HUMAN[419-430] 
REAAPSVAPSGLSGGGGAP GLSGGGGAPGELIVN 30.32 1296.667389 3.171977667 CNTN2_HUMAN[716-730] 
REALSTNECKARRAASAAT ARRAASAATAAPTATPAAQESGTIPK 65.18 2465.298599 0.248651421 ADAS_HUMAN[60-85] 
REDVTRVCPKHTWSNNLAV LAEEESCREDVTRVCPK 44.47 2076.956818 3.815678752 GSLG1_HUMAN[112-128] 
REEAKIAMEKLSGHQFENY LSGHQFENYSFK 62.7 1455.678268 2.971810526 IF2B2_HUMAN[140-151] 
REGTTKGNEKEDAAGTSGL EDAAGTSGLGELNSREQTNQSLRK 46.98 2560.247696 2.838397242 GPTC4_HUMAN[266-289] 
REHALLAYTLGVKQLIVGV NGQTREHALLAYTL 36.16 1585.821228 3.256356964 EF1A1_HUMAN[130-143] 
REHGAFDAVKCTHWAEGGK TDTESELDLISRLSREHGAFDAVK 31.9 2688.335464 3.384250263 C1TC_HUMAN[761-784] 
REHLLSYLEKEALEHKDRE STTGPFDREHLLSYLEK 41.53 1991.995239 4.093885287 TMOD3_HUMAN[59-75] 
REHMGDILYKLSSMKFKDP ITWSIIREHMGDILYK 59.5 1974.039673 1.778586342 VATA_HUMAN[565-580] 
REHSFNRDLKHSLPSGLGL HSLPSGLGLSETQITSHGFDNTK 101.02 2425.187378 2.12066088 ARFP1_HUMAN[35-57] 
REIPSHVLSKVCMYFTYKV AMLSGPGQFAENETNEVNFREIPSHVLSK 50.24 3200.55603 6.030827087 ELOC_HUMAN[44-72] 
REIQLEISGKERLEDLNFP ERLEDLNFPEIK 60.96 1501.777618 5.084640967 NOC2L_HUMAN[638-649] 
RELECIREIKERVGTSKVL NFLYDIAGCSGTFTVQNRELECIREIK 58.38 3232.564499 7.960243332 GUAA_HUMAN[205-231] 
REQTNQSLRKGKKKKRWHH EDAAGTSGLGELNSREQTNQSLRK 46.98 2560.247696 2.838397242 GPTC4_HUMAN[266-289] 
REVCEEAGVKGTLGRLVGI GTLGRLVGIFENQERK 39.28 1815.995514 3.016527275 NUDT3_HUMAN[75-90] 
REVKEQSGQKCFLAQPVTL CFLAQPVTLLDIYTHWQQTSELGRK 42.43 3003.527664 7.620039687 TCOF_HUMAN[38-62] 
REYEAALNSKDAALATALG LREYEAALNSK 73.22 1292.672409 2.115771932 LMNB1_HUMAN[135-145] 
REYGMIYLGKDTNGENIAE TPQGREYGMIYLGK 31.25 1611.807892 2.31417157 SND1_HUMAN[103-116] 
REYRGQRSVKALADYIRQQ ALADYIRQQK 41.73 1204.656387 3.407610705 TXND4_HUMAN[131-140] 
RFDTEEEFKKRAYQCVVLL RAYQCVVLLQGK 48.55 1433.781296 3.011616913 SYRC_HUMAN[289-300] 
RFGSRNGKTSKKITIADCG KKITIADCGQLE 62.12 1374.717682 0.931100266 PPIA_HUMAN[154-165] 
RFISTKLPDKTVEFLQEYI ETLRFISTKLPDK 36.52 1546.871872 2.825056218 AKAP8_HUMAN[416-428] 
RFLAFEVKEYSALDELQKE SALDELQKEFETAGLKK 30.95 1906.004715 3.618563976 RWDD3_HUMAN[240-256] 
RFLILPDMLKNAPMLKSMK IRFLILPDMLK 41.28 1357.815536 5.388066203 SMD3_HUMAN[68-78] 
RFPDENFKLKHYGPGWVSM HYGPGWVSMANAGK 75.29 1473.682312 4.247862615 PPIB_HUMAN[124-137] 
RFPNLRFAYKDPEKNWNRN ETYEALLARFPNLRFAYK 52.8 2201.163269 3.28099242 SMC2_HUMAN[494-511] 
RFSTELEREKLIRQQMEEQ LIRQQMEEQVAQK 36.36 1599.84024 -0.924467308 SWP70_HUMAN[396-408] 
RFTEYSSLYKHHVVHTHSK RFTEYSSLYK 44.78 1292.640076 1.722057084 ZN143_HUMAN[385-394] 
RFTPPIYQPKFKTEKEFMQ RFTPPIYQPK 35.26 1245.686981 2.354524086 RM45_HUMAN[40-49] 
RFWYFVSQLKKMKKSSGEI SRFWYFVSQLK 63.37 1459.761215 4.169860069 RL18A_HUMAN[42-52] 
RGAAKEAAGKSSGPTSLFA SSGPTSLFAVTVAPPGARQGQQQAGGKK 52.52 2724.43074 6.071727116 HNRPU_HUMAN[187-214] 
RGAHAREDYKVRIDEYDYS VRIDEYDYSK 54.75 1286.614258 4.246805106 DHSA_HUMAN[599-608] 
RGALCHLELKHFAEAVNWC AIIRGALCHLELK 40.62 1492.854767 0.043540739 TTC4_HUMAN[153-165] 
RGAVIATELKNNSYKLARW KLDSQRGAVIATELK 32.96 1627.92569 0.105655928 EIF3D_HUMAN[412-426] 
RGDYAPILQKVVEQLEKAK SYEFRGSPFQVTRGDYAPILQK 37.92 2558.291763 1.695662732 DPP3_HUMAN[236-257] 
RGFGHPSLVKALSYLYEKL IAAIDSLNQYTRGFGHPSLVK 66.29 2286.212051 3.500112772 KAT3_HUMAN[88-108] 
RGFSIPECQKLLPKAKGGE GLVYETSVLDPDEGIRFRGFSIPECQK 42.78 3111.533539 7.469950013 CISY_HUMAN[77-103] 
RGIALWGGEKFKQIQRFSH GTYLATFHQRGIALWGGEK 82.39 2104.085403 4.709409602 EIF3B_HUMAN[346-364] 
RGIYAYGFEKPSAIQQRAI PSAIQQRAIIPCIK 33.79 1593.902451 3.124407016 IF4A2_HUMAN[56-69] 
RGIYAYGFEKPSAIQQRAI PSAIQQR 32.7 798.434784 -0.378240034 IF4A1_HUMAN[55-61] 
RGKKKEELLKQLDDLKVEL QLDDLKVELSQLRVAK 40.19 1854.057434 4.956696503 RL35_HUMAN[20-35] 
RGNTISPIIKLLKESGAKE RIVLVDDSIVRGNTISPIIK 32.7 2207.30014 4.142164373 PUR1_HUMAN[384-403] 
RGNVGFVFTKEDLTEIRDM LLPHIRGNVGFVFTK 31.57 1696.977707 3.267573862 RLA0_HUMAN[78-92] 
RGPFADENFKLRHSAPGLL LRHSAPGLLSMANSGPSTNGCQFFITCSK 103.55 3137.484497 2.455789027 PPIH_HUMAN[102-130] 
RGQPFYAVEKKAYCEPCYI LRGQPFYAVEK 38.28 1306.703354 3.527196885 LPP_HUMAN[451-461] 
RGTKVILHLKEDQTEYLEE EDQTEYLEERRIK 36.78 1707.842728 2.397176235 HS90A_HUMAN[192-204] 
RGVAFIRFDKRSEAEEAIT RSEAEEAITSFNGHKPPGSSEPITVK 34.51 2767.377655 1.314240575 ELAV1_HUMAN[157-182] 
RHAALQDIGKNIYTIREVV APVEHVVADAGAFLRHAALQDIGK 37.74 2484.32373 6.16747319 NOB1_HUMAN[2-25] 
RHAVVVGRSKIVGAPMHDL IVGAPMHDLLLWNNATVTTCHSK 51.5 2577.283203 5.547702318 C1TC_HUMAN[176-198] 
RHCNGVDWRQKLDSQRGAV KLDSQRGAVIATELK 32.96 1627.92569 0.105655928 EIF3D_HUMAN[412-426] 
RHGIPTAQWKAFTKPEEAC EFMDRHGIPTAQWK 30.85 1714.824951 -2.23229782 PUR2_HUMAN[112-125] 
RHGYIKGIVKDIIHDPGRG DIIHDPGRGAPLAK 37.67 1458.794296 3.171111933 RL8_HUMAN[47-60] 
RHITFVDNAKISYSNPVRQ ISYSNPVRQPLYEFEDCLGGGKPK 65.18 2753.348282 3.926128805 ATG7_HUMAN[390-413] 
RHKLSHSDEKPYQCPVCQQ PYQCPVCQQRFK 39.81 1609.749359 2.151266581 MAZ_HUMAN[306-317] 
RHLALNLQEKSKLESELAN SKLESELANFGPRINDIK 47.51 2030.079605 -0.203440298 SMC1A_HUMAN[735-752] 
RHLMEKDPEKRFTCEQALQ RFTCEQALQHPWIAGDTALDK 55.42 2456.190674 2.7436795 KCC1A_HUMAN[264-284] 
RHLTGEFEKKYVATLGVEV YVATLGVEVHPLVFHTNRGPIK 65.6 2446.348511 3.083370978 RAN_HUMAN[39-60] 
RHPAPAVQQPFINKASNSV FINKASNSVLQ 31.65 1219.656067 3.332906801 MKL2_HUMAN[816-826] 
RHPEELSLLKKPRDPTKKK TFNIRHPEELSLLK 38.72 1695.930771 2.872169126 FERM2_HUMAN[129-142] 
RHTGQIGGLKLLSNSSSLW VTGPTATVYGCGTLVDLCQGPHLRHTGQIGGLK 59.06 3462.750092 5.316005923 SYTM_HUMAN[223-255] 
RIAIYELLFKEGVMVAKKD NRIAIYELLFK 53.18 1378.797226 4.413992054 RS10_HUMAN[7-17] 
RIDDIVSGHKKKGDDQSRQ TAVETAVLLLRIDDIVSGHK 73.42 2149.210663 5.871923222 TCPG_HUMAN[508-527] 
RIHPVSTMVKGMYGIENEV NLSRIHPVSTMVK 54.04 1480.818405 0.856958555 LDHB_HUMAN[267-279] 
RIIALDGDTKNSTFSEIFK LGHASDRIIALDGDTK 92.93 1680.879486 0.801961123 TKT_HUMAN[328-343] 
RIKKELQCNKVRENQVSIE VRENQVSIECDTTCK 94.12 1837.829849 0.775371017 NFXL1_HUMAN[814-828] 
RILALDCGLKYNQIRCLCQ TPRVFNTGGAPRILALDCGLK 37.19 2255.220856 5.821159362 PYR1_HUMAN[166-186] 
RILFLDPSGKVHPEIINEN VHPEIINENGNPSYK 60.41 1709.837265 1.350420913 TXD12_HUMAN[124-138] 
RILFNNAVKKRLMTDRRIG NNLRILFNNAVKK 74.22 1542.899399 2.918531178 ASNS_HUMAN[233-245] 
RILPQDVILKFRDKIEKME ARILPQDVILK 36.07 1264.786682 3.779293432 DDX27_HUMAN[588-598] 
RIMKMRKVLKHQQLLGEVL HQQLLGEVLTQLSSRFK 46.39 1983.090149 4.842946754 CUL1_HUMAN[727-743] 
RINVSGLTTKNLDYVATSI HIYLLPSGRINVSGLTTK 67.05 1968.115631 0.717945622 AATC_HUMAN[379-396] 
RIPKIQQLVKEFFNGKEPS KSDIDEIVLVGGSTRIPKIQQLVK 46.42 2635.527237 3.355305867 GRP78_HUMAN[353-376] 
RIPRENMLMKYAQVKPDGT YAQVKPDGTYVKPLSNK 54.4 1907.015244 0.371260797 ACOX1_HUMAN[256-272] 
RIQFACSVCKFRSFDDEEI FRSFDDEEIQK 49.14 1412.657196 0.345448281 AKAP8_HUMAN[397-407] 
RIRKSHKRPKDPQNKERAS KSHKRPK 31.77 879.540237 -9.82672496 XPF_HUMAN[453-459] 
RISHQSQDKKIHVYGYSMA IHVYGYSMAYGPAQHAISTEK 50.02 2338.105194 3.36041339 PHP14_HUMAN[88-108] 
RITNQVHGLKGLNSKLLDI DTTVGTLSQRITNQVHGLK 61.96 2067.107285 4.599180734 PSD7_HUMAN[181-199] 
RKAARLVAAKCTLAARVDS CTLAARVDSFHESTEGK 55.84 1906.884323 1.043587163 PRP31_HUMAN[299-315] 
RKAEIMESIKRLYPGSVYG RLYPGSVYGRLIDLCQPTQK 46.46 2363.241974 1.518676479 SMC1A_HUMAN[509-528] 
RKAYGQALAKLGHASDRII LGHASDRIIALDGDTK 92.93 1680.879486 0.801961123 TKT_HUMAN[328-343] 
RKDLPPLLLKLNERPAERL LNERPAERLDYLGVSYGLTPRLLK 32.31 2772.528595 2.432797271 NAT10_HUMAN[698-721] 
RKEDSSKRIRKSHKRPKDP KSHKRPK 31.77 879.540237 -9.82672496 XPF_HUMAN[453-459] 
RKEEPSNNVKLAATNALLN SNEILTAIIQGMRKEEPSNNVK 52.45 2470.284912 5.671410586 IMB1_HUMAN[170-191] 
RKELEEDFIKSELKKAGGA EFVISDRKELEEDFIK 45.44 1996.015289 2.848174576 COTL1_HUMAN[111-126] 
RKKDINNIVKTLHEWCDGC TLHEWCDGCEAVLLGIEQQVLRANQYK 59.39 3229.564835 9.337790551 CSN7B_HUMAN[173-199] 
RKLDQTIMRKRLDIQEALK RLDIQEALK 53.97 1084.624023 2.340903342 SMRD1_HUMAN[126-134] 
RKNGIIKTDKVFEVMLATD VFEVMLATDRSHYAK 53.97 1765.882126 4.244903943 PIMT_HUMAN[28-42] 
RKNYKLQEEKVRAVFDNLI VRAVFDNLIQLEHLNIVK 44.31 2120.210587 4.667460893 NRBP_HUMAN[114-131] 
RKRNKTGKHDVQVLTAKPR VQVLTAKPRNGLAGDTETF 35.66 2016.064011 6.73044106 CSPG4_HUMAN[2257-2275] 
RLAELQEQLKAVHEQLAAL AVHEQLAALSQPQQNKPK 68.16 1986.064636 0.07351221 BRD4_HUMAN[520-537] 
RLAEPSQMLKHAVVNLINY HAVVNLINYQDDAELATRAIPELTK 54.81 2793.466064 3.435874924 CTNB1_HUMAN[134-158] 
RLASLQQENKVLKIELETY SGGIVISPFRLEELTNRLASLQQENK 48.6 2898.556274 6.9990016 CCDC6_HUMAN[46-71] 
RLASVAQELKEINQNVEIQ QLRNVLTNTQSENERLASVAQELK 44.03 2740.446716 1.6555695 BICD2_HUMAN[127-150] 
RLDSMKPLEKHYSVVLPTV HYSVVLPTVSHSGFLYK 78.69 1933.009796 1.699939652 CEND2_HUMAN[496-512] 
RLDYITAEIKRYESQLRDL RLDYITAEIK 43.78 1220.676453 2.923788684 PFD6_HUMAN[79-88] 
RLEAGLNRVKVSQAAADLK VVQQLRLEAGLNRVK 46.94 1722.026413 0.696272712 GBG5_HUMAN[13-27] 
RLEDYQANRKGPQNQVGAG SLEELRLEDYQANRK 34.51 1862.948578 1.532516804 NUP98_HUMAN[199-213] 
RLEFWCTDVKSMEMLVEHQ DRLEFWCTDVK 41.15 1467.681656 3.466691826 PSD13_HUMAN[351-361] 
RLELEENQMKRFHWEQDQI TRLELEENQMK 54.3 1389.692169 1.543507295 ABCF2_HUMAN[316-326] 
RLEVNLQAMKAQFERDLQG AQFERDLQGRDEQSEEK 40.17 2063.95079 2.123112635 MYH9_HUMAN[1567-1583] 
RLEVNMQAMKAQFERDLQT AQFERDLQTRDEQNEEK 33.73 2134.9879 1.817808897 MYH10_HUMAN[1574-1590] 
RLEYYENARKFRHSVRAAA LETADAPARLEYYENARK 34 2109.049011 2.352719152 IRS4_HUMAN[100-117] 
RLFCVGFTKKRNNQIRKTS TTDGYLLRLFCVGFTKK 55.55 2018.065933 5.08358019 RS3A_HUMAN[129-145] 
RLFTSDLQDKNEYKVLEGH IRLFTSDLQDK 40.84 1334.719406 3.967875178 NUP37_HUMAN[104-114] 
RLGNDFHTNKRVCEEIAII RVCEEIAIIPSK 72.28 1413.764954 2.184238611 RS17_HUMAN[33-44] 
RLGQEATVGKATGFLKNFL SWLKPRLGQEATVGK 44.31 1668.931122 2.852124894 ACLY_HUMAN[83-97] 
RLGSKWPVFELKAISCLNC ILEGRLGSKWPVFE 35.41 1629.887863 -2.264572971 WFS1_HUMAN[828-841] 
RLGSLVDEFKELVYPPDYN RLGSLVDEFK 37.46 1162.634613 2.931273473 KU70_HUMAN[517-526] 
RLIEQRDTLKETNEELRCS ETNEELRCSQVQQDHLNQTDASATK 56.53 2901.315872 2.126276584 HOOK1_HUMAN[425-449] 
RLIFSTITSKMNLSEEVDL RLIFSTITSK 49.13 1164.686646 3.020554938 PRS6B_HUMAN[342-351] 
RLITRLENTQFDAANGIDD DVMVVGEPTLMGGEFGDEDERLITRLENTQ 30.36 3381.570465 7.010056495 LDB1_HUMAN[336-365] 
RLLGHLLQHSMALRGALQS MALRGALQSQSGLLSL 36.91 1643.902847 -0.563901937 STK36_HUMAN[1141-1156] 
RLLGRNSNSKRLLGYVATL RLLGYVATLK 37.63 1132.696808 1.135343537 CSDE1_HUMAN[518-527] 
RLLGYVATLKDNFGFIETA RLLGYVATLK 37.63 1132.696808 1.135343537 CSDE1_HUMAN[518-527] 
RLLLQLEATKNSKGGSGGK RLLLQLEATK 44.38 1183.728821 2.08747135 DCTN2_HUMAN[176-185] 
RLLQQEEEIKSLTAEIDRL SLTAEIDRLK 39.67 1144.645157 3.588011512 SYRC_HUMAN[21-30] 
RLLRVFKLAKSWPTLNTLI SWPTLNTLIKI 31.53 1284.744156 1.39016005 SCN5A_HUMAN[821-831] 
RLLVHMGLLKSEDKVKAIA AFNSSSFNSNTFLTRLLVHMGLLK 36.32 2696.410828 5.393465954 RAGP1_HUMAN[501-524] 
RLPGYRAVILQTLPQLRIL QTLPQLRILDCK 31.46 1483.818069 4.591533249 LRCC1_HUMAN[189-200] 
RLPKGAVLYKTFVHVVPAK TFVHVVPAKPEGTFK 30.9 1655.903549 1.607581554 RM27_HUMAN[129-143] 
RLQAEAQQLRKEERSWEQK KAELERLQAEAQQLR 38.45 1781.974731 1.352993372 CDC37_HUMAN[78-92] 
RLQAPVWEFKYGDLLGHLK YGDLLGHLK 43.39 1014.54982 2.724361037 CLN5_HUMAN[106-114] 
RLQFRQPSLKRSLMPYFLL RSLMPYFLLTQAVRTGNLAK 54.55 2278.261963 3.598357052 PSMD3_HUMAN[355-374] 
RLQHAAELIKTVASRYDEY TVASRYDEYVNVK 49.01 1542.767807 1.020892446 PDC6I_HUMAN[286-298] 
RLQLEIDQKKDAENHEAQL SETSGPQIKELTDEEAERLQLEIDQKK 61.89 3113.572754 3.301352116 NUDC_HUMAN[97-123] 
RLQLPVWEYKDRFTDILVR RLQLPVWEYK 43.99 1330.739731 4.396802668 DHX15_HUMAN[134-143] 
RLREEIEELKRNQELLQSQ RNQELLQSQLTEK 83.07 1585.842346 1.947230132 USO1_HUMAN[744-756] 
RLRMREHVMKNVDTNQDRL NVDTNQDRLVTLEEFLASTQRK 32.59 2576.319427 3.38234456 NUCB1_HUMAN[303-324] 
RLSEDYGVLKTDEGIAYRG EGGLGPLNIPLLADVTRRLSEDYGVLK 49.43 2894.586533 5.140285091 PRDX2_HUMAN[93-119] 
RLSGYEEALKIFQKIKDEK ARLSGYEEALK 41.81 1235.650955 2.450530215 CKAP5_HUMAN[23-33] 
RLVRMMGVAKLTLLRVLNL LTLLRVLNLPHNSIGCVEGLK 32.61 2345.325302 5.760394939 CEP97_HUMAN[79-99] 
RMGPRSPSVIFMINLSVTD FMINLSVTDLMLA 38.7 1482.746216 8.79314333 P2RY8_HUMAN[61-73] 
RMQVDPQKYKGIFNGFSVT GIFNGFSVTLKEDGVRGLAK 65.78 2107.142593 4.665085331 MPCP_HUMAN[102-121] 
RMREVCDEVKAHLLADMAH AHLLADMAHISGLVAAK 84.08 1716.934479 3.590701961 GLYM_HUMAN[246-262] 
RNALYIKSSKISRLPAYLT ISRLPAYLTIQMVRFFYK 44.18 2245.244522 4.894789807 UBP14_HUMAN[317-334] 
RNCFASVFEKYFQFQEEGK RNCFASVFEK 37.88 1256.597183 3.271533675 ARPC2_HUMAN[118-127] 
RNEFLGELQKKEEEMRQMF RNEFLGELQK 49.08 1232.651306 2.503546611 SEP11_HUMAN[327-336] 
RNEKKQQMGKEYREKIEAE EYREKIEAELQDICNDVLELLDK 74.09 2834.400726 5.400083291 1433B_HUMAN[83-105] 
RNIIGYFEQKDSDNYRVFE RNIIGYFEQK 45.06 1266.672043 5.56497638 TXND4_HUMAN[161-170] 
RNIKVSDPKLFEMIKYCLL SWNMARNIKVSDPKL 32.49 1773.919556 -0.126274046 UTX_HUMAN[1274-1288] 
RNLAVDARNKELIGKHAIP AASGALRNLAVDARNK 52.39 1625.896103 0.024601818 CTND1_HUMAN[729-744] 
RNMTMQRTMKLYRLPETPK LYRLPETPK 31.32 1115.633865 3.50114865 NMT1_HUMAN[326-334] 
RNNDALRQAKQESTEYRRQ FADLSEAANRNNDALRQAK 52.22 2103.04567 3.253376804 VIME_HUMAN[295-313] 
RNPGVKEGYKFYPPKVELF FYPPKVELFFKDDANNDPQWSEEQLIAAK 32.94 3438.677185 8.011220163 PUR6_HUMAN[121-149] 
RNPGVPSVVKFHPFTPCIA GITRLDDQIFLNRNPGVPSVVK 30.25 2437.344147 3.120199505 RPTOR_HUMAN[1009-1030] 
RNQQTIGARKELQKELQEQ ELSEYVRNQQTIGARK 34.96 1890.991135 2.283987439 BZW1L_HUMAN[99-114] 
RNSTEAERNKTRESAKPEI QLTGGVDVERNSTEAERNK 59.8 2102.035202 3.211649355 IF4G3_HUMAN[1179-1197] 
RNTGQRAVLKFAAATGATP AIVAIENPADVSVISSRNTGQRAVLK 44.19 2707.498047 4.966208568 RSSA_HUMAN[64-89] 
RNTKQKNDEKTPQGAVPAY TPQGAVPAYLLDREGQSRAK 31.41 2156.133789 0.971182777 NSA2_HUMAN[81-100] 
RNTNYDVFEKICWGLGIEY NLRNTNYDVFEK 52.82 1511.736832 3.605124837 RT15_HUMAN[169-180] 
RNVLLNNSEKMKVINTGIK ELRNVLLNNSEK 76.67 1427.773193 0.664671395 NSUN2_HUMAN[566-577] 
RNVVAECLGKLTLIDPETL HCECAEEGTRNVVAECLGK 75.84 2217.956512 2.146119626 CAND1_HUMAN[939-957] 
RPAQSFLMNKNQVPKLQPQ KGQLNADEISLRPAQSFLMNK 41.55 2359.231766 3.312942845 IF4G2_HUMAN[464-484] 
RPCDNLHLCKLNLLGRCNY LNLLGRCNYSQSERNLCK 43.23 2224.084061 -0.462212745 ZCCHV_HUMAN[90-107] 
RPDGVPMPDKYSLAPVAVE AVVLMSHLGRPDGVPMPDK 44.97 2034.039062 4.006314408 PGK2_HUMAN[57-75] 
RPDGVPMPDKYSLEPVAVE SVVLMSHLGRPDGVPMPDK 59.02 2034.039062 5.44827295 PGK1_HUMAN[57-75] 
RPDMEEEEAKNLVSEAIAA FRPDMEEEEAK 52.96 1379.602692 3.495209184 PSB7_HUMAN[185-195] 
RPDNPREFFKQQERVASAS SESEVEEAAAIIAQRPDNPREFFK 54.17 2732.340515 5.657054791 DREB_HUMAN[272-295] 
RPELEELRNKHSARFKLWY DILLRPELEELRNK 38.39 1736.978424 3.119209729 NB5R3_HUMAN[215-228] 
RPELGVTLTKLHCWSLTQY LHCWSLTQYSK 72.88 1421.676163 3.834206511 GLYG_HUMAN[87-97] 
RPEVDEHTQKTGVLAAVLA TGVLAAVLASQPSIPRSVGKDK 53.81 2193.248108 2.317567256 REPS1_HUMAN[672-693] 
RPEYSASQLKGFSLLATED NREELGFRPEYSASQLK 75.96 2023.012253 1.858614546 PARP1_HUMAN[166-182] 
RPFFPGLVKYMNSGPVVAM DRPFFPGLVKY 42.21 1337.713211 3.559806363 NDK8_HUMAN[42-52] 
RPFSVDFFRKMIQFEKEQE SLQESRPFSVDFFRK 35.25 1841.942429 7.276014597 UTP6_HUMAN[499-513] 
RPGMLDFTGKAKWDAWNEL AKWDAWNELK 48.28 1259.629837 2.242722359 ACBP_HUMAN[54-63] 
RPGTVSSLKKNVGQFSGFP LLYNRPGTVSSLKK 46.46 1574.914398 0.080004348 DEK_HUMAN[112-125] 
RPGVSATPPKSPVYLDLAY TATRGPSGSASSRPGVSATPPK 32.24 2068.066132 0.812353132 MAP1S_HUMAN[923-944] 
RPIDTSRLTKITKPGSIDS ITKPGSIDSNNQLFAPGGRLSWGK 53.57 2542.329208 4.073036634 IF4G1_HUMAN[1073-1096] 
RPLVPEVSIKTPRVFNTGG TPRVFNTGGAPRILALDCGLK 37.19 2255.220856 5.821159362 PYR1_HUMAN[166-186] 
RPPGYYSYLKDGGDDSIST RPPGYYSYLK 43.35 1242.639679 2.408582351 UBP10_HUMAN[155-164] 
RPQAWVPREKLPRPLTSSA LPRPLTSSASAIRK 33.18 1495.883423 2.00349837 PHF14_HUMAN[565-578] 
RPVAVALDTKGPEIRTGLI NVRTATESFASDPILYRPVAVALDTK 44.78 2833.497391 5.107116049 KPYM_HUMAN[90-115] 
RQDEEEAQVKLQEAQMQQG LQEAQMQQGPEAHKEPPAPSQGPGGK 57.27 2696.297638 -1.589216242 GLE1_HUMAN[348-373] 
RQDTVRSFLKRSKLGRYNE YTISQEAYDQRQDTVRSFLK 53.03 2447.208084 4.841026833 TBCB_HUMAN[107-126] 
RQFCTGEFRKDGVPIGYKG TAENFRQFCTGEFRK 55.64 1889.884262 2.311781778 PPIH_HUMAN[39-53] 
RQFFDERWSKHRVVSCLDW LSLNRQFFDERWSK 36.91 1824.927094 4.273595381 DC1I2_HUMAN[265-278] 
RQFLTQLMQKEQRNYQFDF LTAQFVARNGRQFLTQLMQK 40.02 2349.273941 4.026776033 SF3A1_HUMAN[169-188] 
RQGSLIEFSTILEGRLGSK ILEGRLGSKWPVFE 35.41 1629.887863 -2.264572971 WFS1_HUMAN[828-841] 
RQHLNPPGGKTSDIFGSPV GSGIFDESTPVQTRQHLNPPGGK 44.19 2421.203705 1.911032926 HN1L_HUMAN[68-90] 
RQIFNGTFVKLNKASINML VLQLLRLRQIFNGTFVK 34.72 2044.230942 4.677064515 RL7_HUMAN[108-124] 
RQLIAELENKNREILQEIQ QQRQLIAELENK 32.84 1468.799744 1.354847731 DTNA_HUMAN[471-482] 
RQLLQVIQEKEKKGKENDM YRQLLQVIQEK 55.63 1416.808868 3.665984959 ESF1_HUMAN[582-592] 
RQLTKAMMRKATASRLVTQ ATASRLVTQRDADVQNFVSFISK 88.04 2552.334702 4.172650237 D3D2_HUMAN[261-283] 
RQRLAELQAKHGDPGDAAQ HGDPGDAAQQEAK 60.18 1322.585098 -0.805997286 PDCD5_HUMAN[21-33] 
RQRQRDRGNKSSHGSSKPQ SSHGSSKPQEVPQSVTATAASK 52.65 2183.081833 -0.655953423 NBEA_HUMAN[1497-1518] 
RQSPLPPQKKKPRPPPALG KPRPPPALGPEETSASAGLPK 96.5 2099.137466 0.117667377 SET_HUMAN[15-35] 
RQVAQSEAEKKLKKDDKKK FGQQNPRQVAQSEAEK 57.15 1815.886353 -0.621734944 ZC3HF_HUMAN[52-67] 
RRAASGYPVKVPLEVQEAD VPLEVQEADEAKLQQTEAELRKVDEAIALFQK 34.92 3637.920242 3.990741697 SYVC_HUMAN[1231-1262] 
RRALDLVAAKCYYYHARVY ISTQNRRALDLVAAK 34.63 1654.947815 1.128132249 PSMD3_HUMAN[195-209] 
RRDGSSQQLQGYIPSNYVA LEKRRDGSSQQLQ 33.19 1543.806641 7.177712354 FRK_HUMAN[85-97] 
RRELIELRNKVNRLLDSLE VNRLLDSLEPPGEPGPSTNIPENDTVDGREEK 51.57 3473.69101 7.26662214 TFG_HUMAN[116-147] 
RRGEDVETSKKWAAGQNKQ QAILAAQRRGEDVETSK 55.13 1870.986053 -0.070016556 EDF1_HUMAN[26-42] 
RRIQRDVIKKRALIGDDVG RALIGDDVGLTSYK 43.63 1506.804199 2.006232795 CQ085_HUMAN[316-329] 
RRKVVFAVPKTENEVPSPA TENEVPSPASSHHSSNQPASLTEEK 39.55 2662.210648 -1.380807339 MAGI1_HUMAN[932-956] 
RRLARRGGVKRISGLIYEE RISGLIYEETRGVLK 55.78 1732.983536 1.584550541 H4_HUMAN[46-60] 
RRLDQLERKKETQRLLEEE ETQRLLEEEDSKLK 80.85 1716.889343 0.517796912 CC124_HUMAN[69-82] 
RRLILQGNRIRSITKKAFT RSITKKAFTG 31.88 1107.64003 5.13885364 LRIG3_HUMAN[399-408] 
RRLNVWDLSKIGEEQSAED IGEEQSAEDAEDGPPELLFIHGGHTAK 77.98 2846.335861 0.917319715 RBBP7_HUMAN[349-375] 
RRLNVWDLSKIGEEQSPED IGEEQSPEDAEDGPPELLFIHGGHTAK 74.81 2872.351517 5.335349768 RBBP4_HUMAN[350-376] 
RRQAQQVIQKGITRLDDQI GITRLDDQIFLNRNPGVPSVVK 30.25 2437.344147 3.120199505 RPTOR_HUMAN[1009-1030] 
RRSCEAACGGLLTKLNGTI LLTKLNGTITTPGWP 30.12 1610.903198 -7.223276988 TLL1_HUMAN[621-635] 
RRVAELLLAKAAGPELRVE AAGPELRVEGWK 40.8 1311.693512 2.005041556 CI064_HUMAN[39-50] 
RSAAGAGCSKVLLTKGCVD TQLQHSLPLLLICDNLRDPGNLGTILRSAAGAGCSK 35.83 3859.019638 1.91810374 RMTL1_HUMAN[202-237] 
RSAGLFQNPKQICSCDGLT ITGNSGERLACGIIARSAGLFQNPK 39.49 2629.375824 6.262703053 CCS_HUMAN[217-241] 
RSDLTVDAVKLHNELQSGS LHNELQSGSLRLGK 45.48 1550.852859 2.052419081 RRP12_HUMAN[58-71] 
RSELVNWYLKEIESEIDSE RSELVNWYLK 48.35 1306.703339 3.64658133 MCM6_HUMAN[745-754] 
RSEYKRMYGKSLYHDISGD SLYHDISGDTSGDYRK 54.97 1812.82785 1.169995265 ANX11_HUMAN[480-495] 
RSFDDEEIQKHLQSKFHKE FRSFDDEEIQK 49.14 1412.657196 0.345448281 AKAP8_HUMAN[397-407] 
RSFIPSLVEKEKVSRMVHA RSFIPSLVEK 39.71 1174.67099 4.471039163 BOP1_HUMAN[244-253] 
RSGKPAELLKMFGIDRDAI MFGIDRDAIAQAVRGLITKA 42.28 2145.172821 6.736520181 TKT_HUMAN[604-623] 
RSGKYDLDFKSPDDPSRYI VVIGMDVAASEFFRSGKYDLDFK 40.02 2593.288666 6.684948046 ENOA_HUMAN[240-262] 
RSHGFAAEFKLVDQSGPPH IGELVRYLNTNPVGGLLEYARSHGFAAEFK 39.34 3320.73056 4.806171326 DSRAD_HUMAN[716-745] 
RSITKKAFTGLDALEHLDL RSITKKAFTG 31.88 1107.64003 5.13885364 LRIG3_HUMAN[399-408] 
RSQLDINNKKSVTDSIRDE LGIIGVVNRSQLDINNKK 31.94 1980.14798 3.385100542 DNM1L_HUMAN[239-256] 
RSRGFGFVLFKESESVDKV FGEVVDCTLKLDPITGRSRGFGFVLF 30.32 2929.516083 4.058349455 HNRPD_HUMAN[120-145] 
RSRILRAGGKILTFDQLAL ILTFDQLALDSPKGCGTVLLSGPRK 62.59 2685.452377 5.877966832 RL18_HUMAN[120-144] 
RSSKKARPPKESAPSSGPP ESAPSSGPPPKPPVSSGSGSSSSSSSCSSRK 74.25 2948.341766 -1.639904863 SFR19_HUMAN[800-830] 
RSSPSDTRPKCGFCHVGEE CGFCHVGEEENEARG 60.32 1749.683517 0.797287044 PHF6_HUMAN[212-226] 
RSTNGTAECKTVKRPAEDT VSHSPALSSDVRSTNGTAECK 35.74 2202.033508 -0.715702097 ARID2_HUMAN[1493-1513] 
RSVELNPTQKDLVLKIAEL AVECYRRSVELNPTQK 30.17 1948.978867 0.238073387 RBP2_HUMAN[79-94] 
RSVLEQTKLKKEDIYAVEI KEDIYAVEIVGGATRIPAVK 42.95 2128.189178 2.605501455 HSP74_HUMAN[332-351] 
RSVSSRQAQKVATPLPDPM VTQEIVTERSVSSRQAQK 41.6 2045.086517 0.500712313 DSG2_HUMAN[902-919] 
RSVVYQQSSKESATLQPFF TSVTRQADFVQTPITGIFGGHIRSVVYQQSSK 43.66 3506.827057 3.28359506 UBP10_HUMAN[589-620] 
RTATESFASDPILYRPVAV PILYRPVAVALDTK 38.44 1554.913345 4.319211756 KPYM_HUMAN[102-115] 
RTATQLAVNKIKEIAVTVK PYVEEGLHPQIIIRAFRTATQLAVNK 31.95 2963.634476 5.498991233 TCPH_HUMAN[110-135] 
RTGVVTDGVKHSMNPFCEI HSMNPFCEIAVEEAVRLK 52.92 2129.039749 4.4733782 ETFB_HUMAN[36-53] 
RTIIFCETKKEAQELSQNS EAQELSQNSAIKQDAQSLHGDIPQK 56.78 2734.352158 3.494063474 DDX21_HUMAN[450-474] 
RTLGKGSQPPGPVPEGLIR RTLGKGSQPP 37.61 1039.577438 8.740089644 GSTO2_HUMAN[7-16] 
RTPEELRAIKQVYEEEYGS VLTEIIASRTPEELRAIK 57.02 2038.178589 3.87257527 ANXA5_HUMAN[109-126] 
RTQCALAASKLLKKPDQGR CFSEENHEPLRTQCALAASK 47.63 2347.068481 3.316051518 VPS35_HUMAN[640-659] 
RTRAIGNAAKSQIVTNVRN SQIVTNVRNTIHGFK 53.73 1712.932205 -1.127306728 HS74L_HUMAN[54-68] 
RTRLAADVGKAGAEREFRG AGAEREFRGLGDCLVK 30.34 1776.894089 4.008680114 ADT2_HUMAN[148-163] 
RTRNVDVYDKRENPLLPEE RENPLLPEEEEQRAIAK 44.7 2021.054092 2.508097146 IF4G2_HUMAN[188-204] 
RTVLIACNVKQMSKDAQPS KGGYTSGTFRTVLIACNVK 45.29 2071.088455 -0.233693544 MCM3_HUMAN[248-266] 
RTVSLGAGAKDELHIVEAE VDNDENEHQLSLRTVSLGAGAK 64.64 2352.166946 2.183943622 NPM_HUMAN[33-54] 
RVADNSFDAKRGAAGDWGE RGAAGDWGERANQVLK 44.72 1726.886292 2.281563076 NOLC1_HUMAN[648-663] 
RVAQILKEPKVAASVLNPY ELLRVAQILKEPK 34.43 1535.939865 3.714989193 ATPO_HUMAN[61-73] 
RVAVLENQNKTLIEELKTL CLENRVAVLENQNK 49.88 1685.851868 2.582670567 ATF1_HUMAN[240-253] 
RVDKWWGNRKELATVRTIC ELATVRTICSHVQNMIK 50.28 1999.034286 3.354619802 RL9_HUMAN[66-82] 
RVGAGAPVYLAAVLEYLTA AAVLEYLTAEILELAGNAARDNKK 45.71 2572.385986 6.436048124 H2A1B_HUMAN[53-76] 
RVIFPAAEDKDQDLITIIG DQDLITIIGKEDAVREAQK 55.41 2141.132782 4.184700769 VIGLN_HUMAN[770-788] 
RVIMITGDNKGTAVAICRR GTAVAICRRIGIFGQDEDVTSK 45.26 2392.216904 3.890533498 AT2A2_HUMAN[629-650] 
RVIQYLTSNKCGKYVDIGV QRVIQYLTSNK 54.9 1348.746277 3.015392939 NVL_HUMAN[15-25] 
RVKLPSGSKKVISSANRAV VISSANRAVVGVVAGGGRIDK 39.92 2024.149078 2.708792578 RL8_HUMAN[157-177] 
RVNPSMVTKLRATFLKLAS QESIRVNPSMVTKL 36.35 1600.860657 -1.977061518 STRUM_HUMAN[569-582] 
RVNRASYAFLREALRSSVG REALRSSVGSPLR 33.93 1426.80043 4.571066747 LRC14_HUMAN[182-194] 
RVPGQEETVKNLEIFRLKM NLASRVPGQEETVK 51.94 1526.805252 -0.064186313 USP9X_HUMAN[309-322] 
RVQTSIAVCKLQACARWAV NPRVQTSIAVCK 32.29 1371.729263 0.072900683 TTF2_HUMAN[744-755] 
RVTHELQAMKDKIKENSEK SEVLRVTHELQAMK 36.27 1639.871552 0.962880293 PRS6A_HUMAN[57-70] 
RVYAENAIRKKNEGVNWLR NVECARVYAENAIRK 50.8 1791.904953 1.382885848 CHM1A_HUMAN[41-55] 
RWDYLTQVEKECKEKEKPS KVENTRWDYLTQVEK 57.83 1907.974106 5.558775649 CYBP_HUMAN[157-171] 
RWEYENELSKVRNNYDEEI VRNNYDEEIISLK 35.65 1591.820541 2.136547376 DESP_HUMAN[1351-1363] 
RWSETQNVVTKVKKEDEVQ KVKKEDEVQ 31.95 1101.602966 -0.748000891 CCD43_HUMAN[93-101] 
RWYHPGCFVKNREELGFRP NREELGFRPEYSASQLK 75.96 2023.012253 1.858614546 PARP1_HUMAN[166-182] 
RYDDMAAAMKAVTEQGHEL AVTEQGHELSNEERNLLSVAYK 61.6 2486.240082 4.709521049 1433B_HUMAN[30-51] 
RYDGLKYDVKKVEEVVYDL KVEEVVYDLSIRGFNK 61.24 1895.015244 4.955105258 TSN_HUMAN[204-219] 
RYEQVDLVGKMTQKAATTV SRYEQVDLVGK 49.22 1292.672455 3.022420711 DDX50_HUMAN[343-353] 
RYESLTDPSKLDSGKELKI IRYESLTDPSK 50.69 1307.672104 1.300020085 H90B2_HUMAN[54-64] 
RYEYGIFNQKIRDGWQVEE IRDGWQVEEADDWLRYGNPWEK 44.81 2761.288452 7.300939525 PYGL_HUMAN[171-192] 
RYKIENIRRKHNYLPFIME HNYLPFIMELLK 57.57 1516.811172 5.68297502 UCHL5_HUMAN[290-301] 
RYLYYTGRIKAIQLEYSEA SVFPEQANNNEWARYLYYTGRIK 33.62 2818.38266 4.847815804 PSMD3_HUMAN[274-296] 
RYMFSRPFRKHGVVPLATY HGVVPLATYMRIY 55.59 1518.801697 5.165256278 RL21_HUMAN[22-34] 
RYPMAVGLNKGHKVTKNVS ALRYPMAVGLNK 73.18 1331.738342 1.584395323 RL36_HUMAN[2-13] 
RYQGVNLYVKNLDDGIDDE NLDDGIDDERLRK 43.58 1557.774673 0.236234422 PABP1_HUMAN[300-312] 
RYSVDIPLDKTVVNKDVFR VYNYNHLMPTRYSVDIPLDK 53.69 2437.209991 1.546850708 RL27_HUMAN[74-93] 
RYVANIFPYKGYIWNYGTL LRYVANIFPYK 41.3 1382.771027 1.724797492 IPYR2_HUMAN[126-136] 
SAANGNDSKKFKGDSRSAG RGSDELFSTCVTNGPFIMSSNSASAANGNDSKK 88.79 3448.562332 4.161444283 PTBP1_HUMAN[14-46] 
SAEDIEKVNKGIGIENIHY GIGIENIHYLNDGLWHMK 71.8 2109.046555 6.6793215 MCTS1_HUMAN[161-178] 
SAEETFSHCKSEHQFNIDS QQTPCLFCNRLFTSAEETFSHCK 38.64 2860.273117 5.368718081 ANM3_HUMAN[46-68] 
SAEFLLHMLKNAESNAELK SAEFLLHMLK 39.8 1187.637238 6.629970624 RL17_HUMAN[87-96] 
SAFRMFDPSGKGVVNKDEF KGVVNKDEFK 31.92 1162.634613 4.205104463 MLRA_HUMAN[119-128] 
SAGLPKKGEKEQQEAIEHI EQQEAIEHIDEVQNEIDRLNEQASEEILKVEQK 54.29 3932.923859 5.429039759 SET_HUMAN[40-72] 
SAGLPSQKPKEQQRSVLRP EQQRSVLRPAVLQAPQPK 32.86 2044.154129 4.371001126 RANB3_HUMAN[166-183] 
SAHFFEFLTKELALGQDRI ELALGQDRILIRFFPLESWQIGK 54.79 2728.506424 5.481753632 DOPD_HUMAN[88-110] 
SAKAAEEAKKFGTINIVHP FGTINIVHPK 49.38 1124.634232 1.422684776 SERC_HUMAN[118-127] 
SAKASRARTKAGDLRDTGI AGDLRDTGIFLDLMHLK 43.23 1914.003311 6.292047632 KU70_HUMAN[190-206] 
SAKEKKSSSKDSRPSQAAG DSRPSQAAGDNQGDEAKEQTFSGGTSQDTK 91.88 3111.361328 0.43807191 TR150_HUMAN[186-215] 
SAKSNYNFEKPFLWLARKL PFLWLARK 52.18 1029.61235 0.994549065 RAN_HUMAN[160-167] 
SAKTKKDNMKYASWAASQI YASWAASQINRAYQFAGRSK 31.33 2274.129349 -0.37245023 TTC35_HUMAN[256-275] 
SALPALVMSKGHRIEEVPE GHRIEEVPELPLVVEDK 95.4 1958.047272 2.340086506 RL4_HUMAN[141-157] 
SAMLLQWHEKALAAGGVGS ALAAGGVGSIVRVLTARK 46.69 1738.057724 3.709888291 ARPC5_HUMAN[132-149] 
SAPAKGTPGKGATPAPPGK ILQVRAASAPAKGTPGK 54.42 1663.973312 -1.333555042 TCOF_HUMAN[297-313] 
SAPLYVDITKTVIKEGEEQ TVIKEGEEQLQTQHQK 48.54 1894.974838 -0.241164152 RPB2_HUMAN[131-146] 
SAQEFIAHLEAIVSSGKTE AIVSSGKTEKSPRDQE 34.59 1730.879868 0.08839435 RYR3_HUMAN[2840-2855] 
SARALLEEVKALLGPAPED YSARALLEEVK 48.68 1277.697906 3.966508809 KBP_HUMAN[37-47] 
SARQMQQKMKETLQNVRTR ETLQNVRTRLEILEK 38.03 1841.037018 3.174297933 SPG20_HUMAN[83-97] 
SASIGVVGVKMSAVDGQRQ MSAVDGQRQVGVGYVDSIQRK 64.42 2292.164474 1.399550528 MSH2_HUMAN[152-172] 
SASQLARAQKQTPMASSPR KTIPSWATLSASQLARAQK 49.21 2056.142883 2.149169708 HP1B3_HUMAN[131-149] 
SASSEGTRIKKISIEGNIA RSCPSFSASSEGTRIK 58.26 1768.852615 -1.962854322 DCK_HUMAN[7-22] 
SASSKLGITMTVAHELAHQ LFDAEKSSASSKLGITM 30.45 1783.902573 1.551093676 ERAP1_HUMAN[333-349] 
SATGAEDKDKKKKEKENKS SLIGVEYKPVSATGAEDKDK 101.69 2106.084442 6.553393456 SYEP_HUMAN[944-963] 
SAVLLQWHEKALAVGGLGS ALAVGGLGSIIRVLTARK 40.44 1794.120316 5.377008395 ARP5L_HUMAN[134-151] 
SAVVPVELQKLARGSLVGG HCPSAVVPVELQK 52.21 1462.760239 3.749760114 F120A_HUMAN[13-25] 
SAWNSSSSSKKVAQPPLSA KVAQPPLSAQATGSGQPTRK 79.51 2021.101776 -2.238383071 ZN598_HUMAN[515-534] 
SCGEFGHIQKDCTKVKCYR CYSCGEFGHIQK 60.01 1484.617676 4.341858584 CNBP_HUMAN[119-130] 
SCLGGSDNFKHLNEIDLFH HLNEIDLFHCIDPNDSK 70.32 2065.952728 5.085305127 TEBP_HUMAN[49-65] 
SCPHLGASTKEAQSRCGEE HENVISCPHLGASTK 63.31 1648.799133 2.347162806 SERA_HUMAN[275-289] 
SCQFGPDVTKAFLEENNLD RGVSCQFGPDVTK 63.45 1449.703476 1.590670119 PPP5_HUMAN[400-412] 
SCSLAVQLSKGRESVLIIS GRESVLIISTDPAHNISDAFDQK 39.33 2512.255768 3.178418417 ARSA1_HUMAN[64-86] 
SDEEVRQGLKAYSSWPTYP HNIQFSSFDIFSDEEVRQGLK 39.03 2495.208099 5.107389642 GLRX3_HUMAN[172-192] 
SDFRSVFSTKEGQWDCSAC FGQGDLPKPINSDFRSVFSTK 37.11 2339.19101 5.156483566 RBP2_HUMAN[1459-1479] 
SDFSEHGSLKYLHENLPIP DHVVSDFSEHGSLK 94.73 1555.7267 0.052708487 P5CS_HUMAN[768-781] 
SDGDWICPDKKCGNVNFAR NFRVSDGDWICPDK 52.67 1707.767517 3.950771948 ZRAB2_HUMAN[5-18] 
SDGKPCPPFKIVILDEADS NFAQLTVSGSRSDGKPCPPFK 44.28 2292.132111 0.742103822 RFC4_HUMAN[125-145] 
SDIQVKELEKRASGQAFEL RASGQAFELILSPRSK 52.41 1758.97403 1.911341465 STMN1_HUMAN[14-29] 
SDLALHFLNKMKIMVIKDI SILRDALSDLALHFLNK 70.23 1925.07341 4.085039022 TCPD_HUMAN[303-319] 
SDNDELSCRKLYRSINRTG LYRSINRTGTAQPGTQTCSTSTQSK 48.68 2742.33551 -0.771969729 EPC1_HUMAN[549-573] 
SDPLKLVRDAMEETTDWIY MEETTDWIYGFFSLLS 33.12 1953.870636 -0.38078263 TRDN_HUMAN[96-111] 
SDQGFDLMNKFLTYFPGRR RFGALLSDQGFDLMNK 55.71 1810.903595 3.003472971 CD2L1_HUMAN[687-702] 
SDQSVKVWDKSESGDWHCT SESGDWHCTASWK 61.69 1549.625595 2.038556933 SEH1L_HUMAN[42-54] 
SDRDGVPVIKVANDNAPEH VANDNAPEHALRPGFLSTFALATDQGSK 60.05 2926.457321 4.808202703 MK1I1_HUMAN[35-62] 
SDSLDPCCRKILQDGGLQV VLISDSLDPCCRK 45.36 1561.759247 3.672140896 SERA_HUMAN[9-21] 
SDSRECKLMKKLLEAHEEQ KLLEAHEEQNVDSYTESVK 48.17 2218.075317 2.815954874 SNAA_HUMAN[246-264] 
SDVQFKMSHKRIMLFTNED RIMLFTNEDNPHGNDSAK 76.6 2057.958862 3.780444859 KU70_HUMAN[165-182] 
SDYFRKQYSKGVSQMPLRY GVSQMPLRYGMNPHQTPAQLYTLQPK 34.44 2954.489487 3.274677416 PUR9_HUMAN[200-225] 
SEAALQAIRKKMDLIDLED LADDVDLEQVANETHGHVGADLAALCSEAALQAIRK 118.98 3799.879883 3.668273848 TERA_HUMAN[390-425] 
SEAIKSYQGKSLGTRPPHV SLGTRPPHVFAIADK 40.44 1607.878372 0.847078998 MYO6_HUMAN[119-133] 
SEAKHILMQKQRALSDLFK QRALSDLFK 35.47 1076.597824 5.051096964 MDN1_HUMAN[4124-4132] 
SEDDIHRSIKYNIWCSTEH YNIWCSTEHGNK 46.79 1507.651398 4.008884287 YTHD2_HUMAN[429-440] 
SEDDIHRSIKYSIWCSTEH SYSEDDIHRSIK 39.46 1448.689545 3.193230748 YTHD1_HUMAN[396-407] 
SEEEGLNFLNEYDETKPEL EYDETKPELPSGKK 31.38 1619.80423 -7.666358545 ZN644_HUMAN[1152-1165] 
SEEILKVEQKYNKLRQPFF EQQEAIEHIDEVQNEIDRLNEQASEEILKVEQK 54.29 3932.923859 5.429039759 SET_HUMAN[40-72] 
SEELHDCIQKTLNEWSSQI CPSTHSEELHDCIQK 44.53 1839.787979 -0.759326627 GSH0_HUMAN[35-49] 
SEEMELEFRKRSPYNYLQV RSPYNYLQVAYFK 58.22 1647.840897 3.566485096 P3H1_HUMAN[143-155] 
SEEQLLPVEKLPKYAQAGF GYEEVHVPALKPKPFGSEEQLLPVEK 32.11 2919.538177 4.304105389 U520_HUMAN[441-466] 
SEFEIVKAIKERACYLSIN ERACYLSINPQKDETLETEK 67.46 2423.163803 1.249605989 ACTZ_HUMAN[219-238] 
SEFGKLERVKKLKDYAFVH SFSEFGKLERVK 41.21 1425.761597 -0.325440102 HNRPR_HUMAN[360-371] 
SEFVILRDEKWGGNKTYTA SEFVILRDEK 47.26 1234.655731 2.278367912 SYYC_HUMAN[273-282] 
SEGEATLRMKLVMEDGKMD FSEGEATLRMK 61.22 1267.623047 1.905140496 SYQ_HUMAN[395-405] 
SEGGVSANHTSRATSTATS SRATSTATSGFAGAIGQK 101.6 1709.869659 2.036997371 DHB4_HUMAN[314-331] 
SEGVCLAVEKRITSPLMEP RITSPLMEPSSIEK 67.81 1586.833755 3.1238307 PSA5_HUMAN[53-66] 
SEHPYNNLRKRFGALLSDQ RFGALLSDQGFDLMNK 55.71 1810.903595 3.003472971 CD2L1_HUMAN[687-702] 
SEKEEDDNEKRQDPGDNWE RQDPGDNWEEGGGGGGGMEK 120.87 2031.834091 4.199653918 CDV3_HUMAN[117-136] 
SEKRMKLTLKGGAAVDPDS GGAAVDPDSGLEHSAHVLEK 109.96 1987.95993 4.730477641 PARP1_HUMAN[529-548] 
SELAIAAIEKNGGVVTTAF NGGVVTTAFYDPRSLDIVCKPVPFFLRGQPIPK 41.64 3687.959976 6.555656829 RM15_HUMAN[170-202] 
SELSPDAVEKAGMSSNQSI EQSTRSSGHSSSELSPDAVEK 53.38 2217.014526 -1.530436522 SRRM2_HUMAN[1373-1393] 
SEQQTYDYAKTILSLMTRE TILSLMTREK 36.87 1190.669266 3.198201305 ACLY_HUMAN[322-331] 
SERNLFISCKSSHDRCLEK LASERNLFISCK 33.55 1436.744553 3.515586671 LAP2A_HUMAN[270-281] 
SERVALCNRAELTPELLKI ELTPELLKIL 30.44 1167.711441 1.156107539 ROP1A_HUMAN[66-75] 
SESLVPTARKALCDPLEEV STSRDAVLYFSESLVPTARK 35.26 2226.164429 4.915180504 GCN1L_HUMAN[1993-2012] 
SEWNTVERLKDNKPNYKLD SEWNTVERLK 36.55 1260.646225 3.283236738 PESC_HUMAN[99-108] 
SEWRRGPPEKEWRRGEGRD GPEADSEWRRGPPEK 34.88 1709.812119 1.803706949 EIF3A_HUMAN[902-916] 
SFCPTVNLDKLWTLVSEQT RNQSFCPTVNLDK 57.23 1577.762024 2.261431031 RL27A_HUMAN[65-77] 
SFEEKVENLKSKVGGTKPA SFEEKVENLK 52.12 1221.624084 3.323444628 TPD52_HUMAN[136-145] 
SFFMPAAKLKERLDQPMTE ERLDQPMTEIVSRVSK 52.54 1886.988373 6.819861841 UBA1_HUMAN[1009-1024] 
SFIWNQDICKSVTENKISD VRQLLLEGVPVECTHSFIWNQDICK 61.78 3040.526291 5.673688812 POP1_HUMAN[536-560] 
SFKMPKVDLKGPQIDVKGP HLPKVEMPSFKMPKVDLK 42.66 2155.153336 0.596709282 AHNK2_HUMAN[915-932] 
SFLYGNHVLKSGLGRITEN VWIKPGAEQSFLYGNHVLK 71.91 2185.168396 3.421246625 NIP7_HUMAN[97-115] 
SFRTSPWDPKENLPQDYAR ENLPQDYARIFQFQNFTNTRK 44.04 2629.303711 3.119076722 TSR1_HUMAN[518-538] 
SFSSSSSTRKRGPSEETGG RGPSEETGGAVFDHPAK 60.82 1753.838364 0.71671371 CCNT1_HUMAN[574-590] 
SFTYAQQREKPRVQEKQHP LGHPEALSAGTGSPQPPSFTYAQQREK 65.75 2853.404556 2.139549398 ZYX_HUMAN[296-322] 
SFVNFTDICKLLHRQPKHL KTSFVNFTDICK 33.72 1458.717712 3.873264823 IF2BL_HUMAN[210-221] 
SGAGDIKLTKDGNVLLHEM DGNVLLHEMQIQHPTASLIAK 53.24 2314.210327 3.226154474 TCPZ_HUMAN[59-79] 
SGAGKTENTKKVIQYLAYV KVIQYLAYVASSHK 43.43 1605.887848 0.563551185 MYH9_HUMAN[186-199] 
SGAMHEEDEKRFLVTVIKD RFLVTVIK 43.86 974.627686 1.855067351 XPO1_HUMAN[515-522] 
SGDPNWFPKKSKENPRNFS NMACVQRTLMNLGGLAVARDDGLFSGDPNWFPKK 77.94 3777.854172 5.69317899 TAGL2_HUMAN[121-154] 
SGDRLTRAAKVLEQLTGQT LCLNICVGESGDRLTRAAK 75 2132.083023 3.493766387 RL11_HUMAN[20-38] 
SGDSSKGEDKQDRNKEKKE RVTLLTPAGATGSGGGTSGDSSKGEDK 103.02 2505.230713 0.786354722 REN3B_HUMAN[13-39] 
SGDTSGDYRKILLKICGGN SLYHDISGDTSGDYRK 54.97 1812.82785 1.169995265 ANX11_HUMAN[480-495] 
SGELAQEYDKRKKEMVKAE ERTALFEEISRSGELAQEYDK 44.38 2470.19754 1.231480459 SMC1A_HUMAN[150-170] 
SGFAGAIGQKLPPFSYAYT SRATSTATSGFAGAIGQK 101.6 1709.869659 2.036997371 DHB4_HUMAN[314-331] 
SGGGSSYQGKQGGYSQSNY FNYSGSGGRSGGNSYGSGGASYNPGSHGGYGGGSGGGSSYQGK 94.59 3936.634521 3.787499175 ILF3_HUMAN[807-849] 
SGGLEVLAEKCPNLTHLNL KLELSDNRVSGGLEVLAEK 91.04 2056.116394 4.823656885 AN32A_HUMAN[68-86] 
SGGLEVLAEKCPNLTYLNL LRKLELSDNIISGGLEVLAEK 90.11 2296.300156 6.374602189 AN32E_HUMAN[66-86] 
SGIMSVNGKKVLHMDRNPY VLHMDRNPYYGGESSSITPLEELYK 88.91 2897.390518 4.698365621 GDIA_HUMAN[30-54] 
SGLILKNNVKAHFQNFPNG AHFQNFPNGVTDFIK 36.61 1733.85257 5.037337171 TNPO1_HUMAN[78-92] 
SGLSEETQVKCLMDQATDP DHNIRAQEPESGLSEETQVK 78.91 2266.082535 -0.02382967 PRKDC_HUMAN[4086-4105] 
SGMGTLLISKIREEFPDRI IREEFPDRIMNTFSVVPSPK 35.39 2361.215088 3.342770441 TBB4_HUMAN[155-174] 
SGMGTLLISKIREEYPDRI IREEYPDRIMNTFSVVPSPK 48.59 2377.209991 3.210906916 TBB2C_HUMAN[155-174] 
SGNFGGSRNMGGPYGGGNY GGPYGGGNYGPGGSGGSGGYGGRSRY 93.67 2350.011169 4.009342647 ROA2_HUMAN[328-353] 
SGQPAGPDNKENCPVPGKP ENCPVPGKPGEAVAARK 59.8 1778.909729 -1.217037585 KITH_HUMAN[204-220] 
SGRTTGIVMDSGDGVTHTV SGDGVTHTVPIYEGYALPHAILRL 69.41 2578.35437 5.198664759 ACTB_HUMAN[155-178] 
SGSACSGLNKQEPGGSHGS IVRSSGGRMDAPASGSACSGLNK 42.9 2293.090302 0.62710134 GPTC8_HUMAN[209-231] 
SGSGSQSDLKDVASTAGEE DVASTAGEEGDTSLRESLHPVTRSLK 49.29 2754.378403 0.544224424 RN214_HUMAN[111-136] 
SGSVSSSGSKSHHSHSSSS GTVMVGKPSSHSQYTSSGSVSSSGSK 90.27 2528.18132 -0.445774989 MED1_HUMAN[1070-1095] 
SGTENPHGVKAVTRGQRCA TVTAEVQPQCGRAVGFSSGTENPHGVK 52.55 2812.356277 3.429153013 P3H1_HUMAN[636-662] 
SGTLPVSQPKSWASLFHDS SWASLFHDSKPSSSSPVAYVETK 66.91 2509.212509 2.252898063 UBP10_HUMAN[341-363] 
SGTQAVSGSKDICIKVWDL FCKYEHDDIVSTVSVLSSGTQAVSGSK 110.58 2900.38623 2.069724348 MEP50_HUMAN[119-145] 
SGVPVEETKKQKLSECSLT RGALVVEDNDSGVPVEETKK 57.63 2141.09642 0.300313425 PUS7_HUMAN[13-32] 
SGYPTIKILKKGQAVDYEG KGQAVDYEGSRTQEEIVAK 69.19 2107.054535 -1.601287458 PDIA4_HUMAN[145-163] 
SGYSDSAVLKLAEPYGKIK QELGRVIHLSNLPHSGYSDSAVLK 41.48 2619.376877 3.322927707 MATR3_HUMAN[492-515] 
SHALRKQAWKFLLGYFPWD FLLGYFPWDSTKEERTQLQK 33.82 2485.264145 6.029942544 TBC15_HUMAN[358-377] 
SHCTACSPPKALRQGHCLP VCHNSCASCSGPTPSHCTACSPPK 38.45 2658.050217 -1.7369875 FRAS1_HUMAN[607-630] 
SHDGHVKFWKKIEEGIEFV KIEEGIEFVK 44.12 1190.654663 4.183412836 PPWD1_HUMAN[118-127] 
SHETVTIELKNGTQVHGTI NGTQVHGTITGVDVSMNTHLK 72.59 2208.095749 2.456868097 SMD1_HUMAN[21-41] 
SHFDRHYCGKCCLTYCFNK CCLTYCFNKPEDK 57.74 1733.721146 3.602655487 RS27A_HUMAN[68-80] 
SHFRTGEEDKKINEELESQ KINEELESQYQQSMDSK 106.75 2055.941849 2.681496076 SMAP_HUMAN[75-91] 
SHGQEVNELKTKIEKLKVE LEEQLSRSHGQEVNELK 65.93 1995.00209 1.044109182 CCD99_HUMAN[94-110] 
SHGTRNNSAKENMEKEKPV ALNTLSSPGQSSFSHGTRNNSAK 32.26 2360.146881 2.084192319 PHIP_HUMAN[1554-1576] 
SHHLGQNFSKMFEIVFEDP FAGGDYTTTIEAFISASGRAIQGGTSHHLGQNFSK 84.24 3625.75499 5.262628074 SYEP_HUMAN[1216-1250] 
SHQDDTALLKAYIVEWRKF QAQARVLSHQDDTALLK 30.39 1893.006805 1.218167834 CUL5_HUMAN[75-91] 
SHYALPLGRKKGAKLTPEE KGAKLTPEEEEILNK 66.99 1697.919907 0.020613458 RS8_HUMAN[125-139] 
SIAFSLPQRKWAGLSIGQE THPSVVPGSIAFSLPQRK 55.67 1920.058136 3.086364881 NSF_HUMAN[51-68] 
SIALVGKYTKLRDCYASVF LRDCYASVFK 50.39 1257.617584 3.059753656 PYRG2_HUMAN[310-319] 
SIASYSRVCRSYLCNNLTN AQISYLVSPPGVSIASYSRVCR 31.53 2409.247452 -6.770578915 LYPD4_HUMAN[90-111] 
SICLKEFKNLPALNGHMRS PALNGHMRSHGGMRASPNLK 30.01 2146.063614 -7.334824512 TREF1_HUMAN[525-544] 
SIDEIYKYDKKQQQEILAA KQQQEILAAKPWTK 46.51 1667.935852 3.087648721 CSN5_HUMAN[34-47] 
SIDILHSIVKRDIQENDEE RDIQENDEEAVQVK 92.91 1671.806366 0.290703523 PSD11_HUMAN[33-46] 
SIDQRKKMLKNLRNTNYDV NLRNTNYDVFEK 52.82 1511.736832 3.605124837 RT15_HUMAN[169-180] 
SIDSKLNQAKGWLRDPSAS GWLRDPSASPGDAGEQAIRQILDEAGK 30.65 2836.410355 5.960703101 VINC_HUMAN[282-308] 
SIFLACTSHKVRRAMFSAT TGFRDQLASIFLACTSHK 37.99 2051.025848 3.083335106 DDX52_HUMAN[329-346] 
SIIADRIALKLVGPEGFVV DAIKPNLMQTLEGTPVFVHAGPFANIAHGNSSIIADRIALK 33.92 4326.294662 5.632995878 C1TC_HUMAN[617-657] 
SIKIVRHIIKEYAENIGDG EYAENIGDGRSPEFRENEQK 47.76 2367.072678 -0.167295243 CTBL1_HUMAN[535-554] 
SILDRKDETKTQAIVCQQL GTVGSILDRKDETK 58.93 1517.804932 0.146263855 ABCE1_HUMAN[182-195] 
SILNTWISLKQADKKIREC LRASILNTWISLK 42.07 1513.89801 5.345142108 PUR6_HUMAN[402-414] 
SIPRSVGKDKKAIQASIRR TGVLAAVLASQPSIPRSVGKDK 53.81 2193.248108 2.317567256 REPS1_HUMAN[672-693] 

SIRDILAQVKPLGPQLADP IRDILAQVK 45 1054.649857 1.751292135 CDSN_HUMAN[499-507] 
SITPLEDLYKRFKIPGSPP VLHMDRNPYYGGESASITPLEDLYK 85.6 2867.379959 5.110240083 GDIB_HUMAN[30-54] 
SITPLEELYKRFQLLEGPP VLHMDRNPYYGGESSSITPLEELYK 88.91 2897.390518 4.698365621 GDIA_HUMAN[30-54] 
SIVHQAGMLKRNCFASVFE RNCFASVFEK 37.88 1256.597183 3.271533675 ARPC2_HUMAN[118-127] 
SIVQYSPHCKLIIVSNPVD LIIVSNPVDILTYVAWK 81.71 1943.113174 7.704131803 LDH6B_HUMAN[182-198] 
SKDDIENMVKNAEKYAEED GTGREQQIVIQSSGGLSKDDIENMVK 78.81 2788.402512 4.411127858 GRP75_HUMAN[538-563] 
SKDIFDQLAKSLAPSIHGH SLAPSIHGHDYVK 52.02 1422.725555 -0.339489228 MCM3_HUMAN[302-314] 
SKDMPPRFSKKGQLNADEI KGQLNADEISLRPAQSFLMNK 41.55 2359.231766 3.312942845 IF4G2_HUMAN[464-484] 
SKDVNVNFEKSKLTFSCLG SKLTFSCLGGSDNFK 59.3 1659.792664 3.259443253 TEBP_HUMAN[34-48] 
SKEVEEDEYKAFYKSFSKE PIWQRPSKEVEEDEYK 53.45 2031.990128 0.27854466 ENPL_HUMAN[341-356] 
SKFHDIDDVKKFKPGYLEA LIAINANDPEASKFHDIDDVK 35.03 2324.16481 2.285552202 IPYR2_HUMAN[204-224] 
SKGPDEAKIKALLERTGYT ALLERTGYTLDVTTGQRK 61.08 2021.090546 5.217975029 HNRPQ_HUMAN[126-143] 
SKHEFQAETKKLLDIVARS KLLDIVARSLYSEK 74.8 1633.940262 3.898551341 TRAP1_HUMAN[96-109] 
SKHRKNPIEKNLQMWEEMK NLQMWEEMKK 33.03 1335.631485 3.636482109 SYEP_HUMAN[319-328] 
SKQMVEILHKHNIQFSSFD HNIQFSSFDIFSDEEVRQGLK 39.03 2495.208099 5.107389642 GLRX3_HUMAN[172-192] 
SKRALVILAKGAEEMETVI GAEEMETVIPVDVMRRAGIK 36.92 2200.134384 5.654200075 PARK7_HUMAN[13-32] 
SKRGILTLKYPMEHGIITN RGILTLKY 33.29 962.591278 1.08457247 A26CA_HUMAN[762-769] 
SKRLEFLYDKLREQTLSPT RLEFLYDK 31.02 1082.576019 3.494442823 SC31A_HUMAN[1149-1156] 
SKRSKFALITWIGENVSGL WIGENVSGLQRAK 55.51 1456.778641 0.762641604 COTL1_HUMAN[81-93] 
SKSATSPEGKKLPRTFCQL KLPRTFCQLILDPIFK 59.77 1988.128113 3.576731275 EF2_HUMAN[284-299] 
SKSKICSERKRVNENELQQ RVNENELQQDEPPAK 40.43 1765.859451 1.523903841 MPPH1_HUMAN[833-847] 
SKTFRKIINKREGITAIGG REGITAIGGTSTISSEGTQHSYSEEEK 47.01 2853.326416 2.034117081 PLSI_HUMAN[99-125] 
SKTGKHGHAKVHLVGIDIF VHLVGIDIFTGK 44.97 1297.739441 5.162823744 IF5A1_HUMAN[56-67] 
SKYGKVVGAKVVTNARSPG VVTNARSPGARCYGFVTMSTAEEATK 39.31 2802.342896 3.6669317 SAFB1_HUMAN[437-462] 
SLADLMPRVKVQSVETVEG VQSVETVEGCTHEVALPAEEDYLPLKPRVGK 91.36 3449.750061 9.012826857 SK2L2_HUMAN[101-131] 
SLAGGIIGVKGAKIKELRE GSDFDCELRLLIHQSLAGGIIGVK 69.41 2597.363556 4.976969809 HNRPK_HUMAN[140-163] 
SLALAHADEKSLGTIQQCC SLGTIQQCCDAIDHLCRIIEK 36.18 2529.213791 4.57533485 PRKDC_HUMAN[1120-1140] 
SLALHPNAFKRLGASLAFN RLYSLALHPNAFK 30.71 1528.851395 2.718380618 PRKDC_HUMAN[1062-1074] 
SLANKRLPVKRAAVQFLNN RAAVQFLNNAWGIQK 64.7 1714.926697 2.796037876 NOL7_HUMAN[223-237] 
SLARLPSLNKLRKLELSDN LRKLELSDNIISGGLEVLAEK 90.11 2296.300156 6.374602189 AN32E_HUMAN[66-86] 
SLASKAQTQKHGITQANEL HGITQANELVNLTEFFVNHILPDLK 86.72 2861.507568 4.485048421 XPO2_HUMAN[446-470] 
SLASSNHLGKNLQLLMDRV HELLSLASSNHLGK 84.96 1504.799759 0.826023524 EIF3H_HUMAN[228-241] 
SLEALLEFLKTSEVPYAGI TSEVPYAGINIGPVHKK 49.36 1808.97847 2.235515827 IF2P_HUMAN[1000-1016] 
SLEEAQEWLKQFIQGPPEV QFIQGPPEVIRALKK 33.1 1723.01445 1.377817812 ECHD1_HUMAN[251-265] 
SLEFTVEPKLQSVKHVKLS QDVKSLEFTVEPKL 33.35 1631.877029 3.293140295 CB016_HUMAN[58-71] 
SLFNNAERAKFLSHLVDGV FLSHLVDGVK 51.75 1113.618256 1.316429568 XPO7_HUMAN[303-312] 
SLHLLSHETKIGSFLSNRT IGSFLSNRTLDGKDK 34.35 1649.873672 3.629974889 FR1OP_HUMAN[226-240] 
SLHPVTRSLKAGCHTKQLA DVASTAGEEGDTSLRESLHPVTRSLK 49.29 2754.378403 0.544224424 RN214_HUMAN[111-136] 
SLIRYVENNKNADNDWFRL NADNDWFRLESNK 43.55 1607.732803 4.684236078 UFC1_HUMAN[48-60] 
SLISMDEINKQLIFTTEDN TRSLISMDEINK 50.73 1405.72348 1.566453169 TSNAX_HUMAN[139-150] 
SLLPALCDSKIRSKALGSD NVGWRLDYFLLSHSLLPALCDSK 66.78 2703.384277 4.008679081 APEX1_HUMAN[277-299] 
SLLQCLRMEDDKVAEAAIQ DKVAEAAIQIFRNTG 35.44 1631.863098 7.234062719 PDS5A_HUMAN[692-706] 
SLLRTSIMSKQYGNEVFLA NLRDIDEVSSLLRTSIMSK 57.26 2176.15213 5.189894513 TCPQ_HUMAN[153-171] 
SLLSRIPSSKETNKMKERA LHLVESLLSRIPSSK 57.71 1677.977722 3.075130219 ECM29_HUMAN[838-852] 
SLMGNLLIVLTVTSDPRLQ LFFSVFYVSSLMGNLLIVL 30.66 2177.184647 -2.639647495 OR4F6_HUMAN[29-47] 
SLNGNPLFSKALADLVHSH ALADLVHSHIQSNELCSK 37.65 2021 3.454725383 HEMH_HUMAN[380-397] 
SLPLVDTHSKRTLLIKTVE LLEGEESRISLPLPNFSSLNLRETNLDSLPLVDTHSK 58.28 4133.164398 4.68938521 VIME_HUMAN[403-439] 
SLPPDPSKVKAHGPGLEGG AHGPGLEGGLVGKPAEFTIDTK 41.29 2193.14299 4.665450473 FLNB_HUMAN[1045-1066] 
SLPSVDLLQKLRLTPQHDQ LRLTPQHDQIQTQPLGK 60.57 1972.085403 -0.091273938 DCP1A_HUMAN[398-414] 
SLQANVQRLKEYRSKLILF STESLQANVQRLK 82.27 1472.794678 3.791431408 RL13_HUMAN[106-118] 
SLQPRGLINKGNWCYINAT IAELLENVTLIHKPVSLQPRGLINK 87.6 2794.643234 6.651654055 UBP10_HUMAN[396-420] 
SLQSSGIGSKAGVPSKSSG NLLHSLQSSGIGSK 30.46 1439.773224 2.58929666 GCN1L_HUMAN[88-101] 
SLTAEIDRLKNCGCLGASP SLTAEIDRLK 39.67 1144.645157 3.588011512 SYRC_HUMAN[21-30] 
SLTEDLEFRKSMYEEEINE VDLENRCQSLTEDLEFRK 64.6 2251.090271 3.372143755 LMNB1_HUMAN[192-209] 
SLTGANLFRKEWSGLLEEL AACNLLQRGITNLCVIGGDGSLTGANLFRK 75.2 3188.654663 4.521969772 K6PP_HUMAN[110-139] 
SLTNHFSFEKKKARVAVLI NGSLTNHFSFEK 49.33 1379.646973 3.965507196 PUR2_HUMAN[794-805] 
SLVGGLLQSKFTSGAFLSP TRSLVGGLLQSK 31.23 1257.740479 2.110928323 NUP98_HUMAN[1041-1052] 
SLVVDHERLKNLLKTVVKK ALAILSQPTPSLVVDHERLK 62.84 2186.242279 4.9367813 ATAD2_HUMAN[1315-1334] 
SLWAKLKLQKASERWQPDT ASERWQPDTEEEYEDSSGNVVNKK 74.28 2796.247421 1.40903125 SF3A3_HUMAN[467-490] 
SMPDNTAAQKVSHLLGINV VSHLLGINVTDFTRGILTPRIK 40.83 2449.416916 3.105637081 MYH9_HUMAN[374-395] 
SMQGFPFYDKPMRIQYAKT PMRIQYAKTDSDIIAK 60.57 1848.97673 3.419188515 SNRPA_HUMAN[81-96] 
SMQINGSVLKNGSLTNHFS NGSLTNHFSFEK 49.33 1379.646973 3.965507196 PUR2_HUMAN[794-805] 
SMVGVNLPQKAGGFLMKKE LGDVYVNDAFGTAHRAHSSMVGVNLPQK 92.28 2982.477036 5.189310702 PGK1_HUMAN[157-184] 
SMVVQDGIVKALNVEPDGT RFSMVVQDGIVK 58.51 1377.743866 2.662323593 PRDX5_HUMAN[180-191] 
SNASWEQAMKMIINDPRYS RVPSNASWEQAMK 70.18 1502.729965 3.158917511 PR40A_HUMAN[408-420] 
SNFNNALESKTAASGVEAN TAASGVEANSRPLDHAQPPSSLVIDK 61.88 2659.356537 4.28900745 PDLI1_HUMAN[167-192] 
SNFSGADLLKLTKEDLVQI LTKEDLVQICGAADGIRLYNSLK 32.33 2576.36319 3.311644893 UBIP1_HUMAN[400-422] 
SNGFCTVYAKTIDGQQTII DHYSNGFCTVYAK 40.46 1560.666733 3.588850766 CAZA1_HUMAN[134-146] 
SNIDGTHIAKTLAQLNPES PYSSGGPRVWYVSNIDGTHIAK 75.9 2403.197144 1.072737626 G6PI_HUMAN[173-194] 
SNIDLCVISKNKLDFLRPY NKLDFLRPYTVPNK 42.6 1703.935867 4.668602941 PSB7_HUMAN[224-237] 
SNIVIPLIKKNSLESSGVR NSLESSGVRTTKNEEENEK 44.35 2150.008682 -1.902783014 ECM29_HUMAN[1665-1683] 
SNKCFGGLQKVFEHDSVEL VFEHDSVELNCK 71.69 1475.671478 1.494912677 ESTD_HUMAN[18-29] 
SNLMNQARLKVLRARDDLI VLRARDDLITDLLNEAK 52.31 1954.084702 4.365215076 VATE1_HUMAN[83-99] 
SNLPKLPKLKKLELSENRI KLELSENRIFGGLDMLAEK 82.37 2162.140488 5.154614171 AN32B_HUMAN[68-86] 
SNRCITTFEKAHDGAEVCS AHDGAEVCSAIFSK 81.85 1490.682373 1.455038336 CSTF1_HUMAN[303-316] 
SNRTLDGKDKAGLCPDEDD IGSFLSNRTLDGKDK 34.35 1649.873672 3.629974889 FR1OP_HUMAN[226-240] 
SNTRFGIAAKYQIDPDACF KLETAVNLAWTAGNSNTRFGIAAK 59.14 2532.344833 1.630899531 VDAC1_HUMAN[201-224] 
SPAAIADATKIFVNGCWVG IFVNGCWVGIHK 76.36 1428.733643 2.456021119 RPB2_HUMAN[567-578] 
SPADFSQENKAPFEAVKRF TFSNVFGRHSGGFLSSPADFSQENK 41.99 2715.267761 4.227575698 JHD2B_HUMAN[764-788] 
SPAEVQSLKKAMSSLQNDR QRSAAQPSTSPAEVQSLKK 68.31 2012.065033 0.084490311 GOGB1_HUMAN[2863-2881] 
SPARGTPSPKRMPSGRGGR GRTASPINSPARGTPSPK 31.37 1792.954376 -0.934770021 FSD1_HUMAN[309-326] 
SPASKENEEKVCLEYNEEL DKIELDSSSPASKENEEK 38.83 2004.9487 -0.582558546 CINP_HUMAN[62-79] 
SPDRACRLAKAAFDDAIAE SVFYYEILNSPDRACRLAK 52.39 2301.157547 2.497004174 1433E_HUMAN[178-196] 
SPDSLENIPEKWTPEVKHF KWTPEVK 36.41 886.491241 -5.163051577 RHOA_HUMAN[98-104] 
SPEITTEDIKAAFAPFGRI AAFAPFGRISDARVVK 34.67 1703.947113 1.137359244 TIA1_HUMAN[124-139] 
SPEQKEEAAKALGLVIRLT KGVTSILPVLREGVLTGSPEQKEEAAK 49.74 2835.570541 5.324854304 GCN1L_HUMAN[2259-2285] 
SPFDRNFGTKISARAMEWI NVLGHMQQGGAPSPFDRNFGTK 51.85 2357.133514 4.657776038 K6PP_HUMAN[667-688] 
SPGDGRTFPKRGQTCVVHY RGQTCVVHYTGMLEDGK 59.01 1965.903702 -0.152601574 FKB1A_HUMAN[19-35] 
SPGSCFFLPKGAYIYNALI IGRDQELYFFHELSPGSCFFLPK 52.77 2786.352661 5.788929817 SYTC_HUMAN[326-348] 
SPHKEESPKKTKTEEDETS TKTEEDETSEDANCLALSGHDK 108.8 2449.055069 1.471587979 PAPOA_HUMAN[664-685] 
SPIADDLLEKLVASRLVNT LVASRLVNTGLLTLRQIVLSK 39.34 2293.420914 5.484819609 NEUL_HUMAN[563-583] 
SPIAEAVFRKLVTDQNISE SVLFVCLGNICRSPIAEAVFRK 50.99 2535.345398 4.868370207 PPAC_HUMAN[8-29] 
SPIRYIPQVKTPLLLMLGQ TPLLLMLGQEDRRVPFK 35.11 2012.124084 2.498851855 ACPH_HUMAN[665-681] 
SPKSDCNDQWQMIQGQFLN QMIQGQFLNVSIMAIPCL 31.86 2062.041351 5.47030737 CERKL_HUMAN[419-436] 
SPLSALARKKARLSLVIRS ARLSLVIRSPSLLQSGAK 62.88 1895.131592 3.714253949 MBB1A_HUMAN[1300-1317] 
SPNSYFMDVKCPGCYKITT RLVQSPNSYFMDVK 81.27 1682.845016 3.873202783 RS27L_HUMAN[23-36] 
SPQVLGSILKSGTTSESGA RTSPQVLGSILK 46.85 1297.771774 3.051383979 NUFP2_HUMAN[570-581] 
SPRAVYTSGKASSAAGLTA HVEEFSPRAVYTSGK 39.59 1705.842377 2.89358505 MCM6_HUMAN[408-422] 
SPSLLQSGAKKKAQVRKAG ARLSLVIRSPSLLQSGAK 62.88 1895.131592 3.714253949 MBB1A_HUMAN[1300-1317] 
SPTDKHTLVKGIIDSTVGE GIIDSTVGEHRQVVAVTGDGTNDGPALK 78.01 2805.425735 3.242645095 AT2B4_HUMAN[767-794] 
SPVNTKSLFKRLYSLALHP RLYSLALHPNAFK 30.71 1528.851395 2.718380618 PRKDC_HUMAN[1062-1074] 
SPVVREEMEKVLAGETLSV EPPLSLTIHLTSPVVREEMEK 43.09 2404.267166 4.782330418 ILF3_HUMAN[162-182] 
SPYFINTSKGQKCEFQDAY FDRGYISPYFINTSKG 61.88 1863.915543 4.495375357 CH60_HUMAN[219-234] 
SQFGKLERVKKLKDYAFIH AFSQFGKLERVK 52.77 1408.782669 0.01064749 HNRPQ_HUMAN[357-368] 
SQHSMQSPQKTTLILPTQQ NIAKTESSPSEASQHSMQSPQK 77.96 2371.107361 -0.687442512 SCML2_HUMAN[249-270] 
SQIQSDDYGKDLTSVNILL WLHGLESQIQSDDYGK 63.73 1874.879883 4.870178662 SPTB2_HUMAN[1395-1410] 
SQLAHRLAEKSCRNLRKAL EGLNLPSQLAHRLAEK 52.69 1774.968933 4.079508021 RFC3_HUMAN[203-218] 
SQLEDAIRLKEISERQLEE RLEEETEYLNSQLEDAIRLK 40.3 2448.249557 2.007556781 BICD2_HUMAN[214-233] 
SQMLAMNIEKKLNQNSRSE KLNQNSRSEAPNWATQDSGFY 43.82 2412.109421 5.584738355 EIF3E_HUMAN[425-445] 
SQMLKTKEQKVNPREIAEN VNPREIAENITK 53.44 1382.75174 3.488695664 SYRC_HUMAN[132-143] 
SQPPSMGRKKRNRTKAKVP SEDGTPAEDGTPAATGGSQPPSMGRKK 52.84 2628.208572 0.955403626 MBB1A_HUMAN[1186-1212] 
SQQRLAQVAKAVTQALNRC AAGHPGDPESQQRLAQVAK 33.24 1958.992218 1.145486939 TLN1_HUMAN[1172-1190] 
SQRHSTPQNKNAVSVHSNL NLSELQDTSLQQLVSQRHSTPQNK 72.09 2750.394714 1.828101245 TDIF2_HUMAN[322-345] 
SQVEPGTDRKSTGFETLVV EAARQNYVDLVSSLSPSLESSSQVEPGTDRK 75.39 3348.643326 5.652139735 PECI_HUMAN[70-100] 
SQYATIKEEKGQCYLYMKV TQSFCRNEYSLTGLCNRSSCPLANSQYATIKEEK 35.66 4011.851288 5.287334569 MAK16_HUMAN[25-58] 
SQYQQSMDSKLSGRYRRHC KINEELESQYQQSMDSK 106.75 2055.941849 2.681496076 SMAP_HUMAN[75-91] 
SRAEIISLCKRYPGFMRVA TCSLFMRNIAPNISRAEIISLCK 33.34 2693.381485 5.077631994 ARS2_HUMAN[420-442] 
SRAVQFTEEKLGQAEKTEL LGQAEKTELDAHLENLLSK 83.57 2108.111298 5.154376816 SHLB1_HUMAN[30-48] 
SREAFQALEKLNNRQLNYV HQTLQGVAFPISREAFQALEK 48.06 2369.249161 4.825579423 TWF1_HUMAN[190-210] 
SREGEEVMFKTPVSITEHP TPVSITEHPKINEWLTLVEK 58.22 2333.263077 4.343273632 DYHC1_HUMAN[1688-1707] 
SREQMSSQPKSACGNCYLG SACGNCYLGDAFRCASCPYLGMPAFKPGEK 62.67 3383.465408 5.214771801 CPIN1_HUMAN[272-301] 
SRGFGFVLFKESESVDKVM FGEVVDCTLKLDPITGRSRGFGFVLFK 34.22 3057.611038 8.665261759 HNRPD_HUMAN[120-146] 
SRIQAESGCKIQIASESSG MVGFIIGRGGEQISRIQAESGCK 38.31 2492.262787 2.78622304 FUBP3_HUMAN[88-110] 
SRLIKVHLDKAQQNNVEHK AQQNNVEHKVETFSGVYK 97.18 2077.022858 4.436157245 RS7_HUMAN[161-178] 
SRLMGLEALKSHIMAAKAV SRLMGLEALK 50.92 1116.632477 3.550854987 TCPE_HUMAN[26-35] 
SRLQDLLETKALALAQADR ESRLQDLLETK 41.4 1330.709213 5.584240289 K1524_HUMAN[637-647] 
SRLYDAYELKHALKGAGTN PSRLYDAYELK 51.14 1353.692825 1.002443076 ANXA5_HUMAN[87-97] 
SRPSLLADSKDVMDSTTTQ WNVSRPSLLADSK 63.66 1471.778305 2.234711565 PRP8_HUMAN[1637-1649] 
SRPSPSIAVKANTNKPHVP TVSQNQPDVSHTSRPSPSIAVK 31.59 2334.192795 -0.010281927 ZN295_HUMAN[162-183] 
SRRVMKANQKHIYYITGET HIYYITGETK 34.7 1223.618622 2.894692788 HS905_HUMAN[175-184] 
SRTQEEIVAKVREVSQPDW KGQAVDYEGSRTQEEIVAK 69.19 2107.054535 -1.601287458 PDIA4_HUMAN[145-163] 
SRTTIGVEFSTRTVMLGTA TRTVMLGTAAVK 30.27 1246.706741 8.25454749 RAB25_HUMAN[51-62] 
SRYDEYVNVKDFSDKINRA TVASRYDEYVNVK 49.01 1542.767807 1.020892446 PDC6I_HUMAN[286-298] 
SSAGKIPCRSIRDILAQVK IRDILAQVK 45 1054.649857 1.751292135 CDSN_HUMAN[499-507] 
SSCFAQLCHKAQSVSQINH AQSVSQINHKLEAQLVDLK 62.92 2120.158936 5.800508533 GOPC_HUMAN[84-102] 
SSDPSLIGLKQYYKVVNSY YMRDPTFVRLNSSDPSLIGLK 35.69 2408.252197 5.449180122 DDX20_HUMAN[257-277] 
SSDVLETASKSANPPHTIQ SANPPHTIQASEEQSSTPAPVKK 79.8 2403.202988 -0.105692279 HBS1L_HUMAN[215-237] 
SSEDKETMEKAVEEKIEWL AVEEKIEWLESHQDADIEDFK 112.38 2530.186325 4.844307267 GRP78_HUMAN[597-617] 
SSFVHQASFKFGQGDLPKP FGQGDLPKPINSDFRSVFSTK 37.11 2339.19101 5.156483566 RBP2_HUMAN[1459-1479] 
SSGLLEWESKSDALETLGF SERSSSGLLEWESK 54.21 1593.763428 1.746808812 HNRPL_HUMAN[508-521] 
SSGLPPSTKKSGQKPVLDV KTGSPGGPGVSGGSPAGGAGGGSSGLPPSTKK 115.73 2650.331116 0.628978013 DC1L1_HUMAN[455-486] 
SSGQKSFAANGIQAHPESS GIQAHPESSTGSDARTTAESQTTGK 73.49 2516.173904 -1.356424528 TDIF2_HUMAN[30-54] 
SSIMSVRALKSCSPELQQK PQGRVVNVSSIMSVRALK 54.18 1940.098938 1.770528262 CBR1_HUMAN[131-148] 
SSKGFGFVDFNSEEDAKAA NSEEDAK 40.34 791.329697 0.132688057 NUCL_HUMAN[618-624] 
SSLTREKIEAKIKEVEEKQ KIKEVEEKQPEMKSGFMAS 34.76 2211.091492 -3.464352347 PRR12_HUMAN[445-463] 
SSLVSRTRVKTLAMDTILA AAGGIELFVGGIGPDGHIAFNEPGSSLVSRTRVK 62.27 3407.794998 3.349673324 GNPI1_HUMAN[127-160] 
SSPQLDPLRKSPTMEQAVQ TQLSQGRSSPQLDPLRK 40.56 1910.033356 -0.006806164 LS14A_HUMAN[175-191] 
SSPRSSDLVKLAQECCYHN HYFSIVPGNVSSSPRSSDLVK 39.69 2275.159698 3.078904749 INT7_HUMAN[326-346] 
SSPVAYVETKYSPPAISPL SWASLFHDSKPSSSSPVAYVETK 66.91 2509.212509 2.252898063 UBP10_HUMAN[341-363] 
SSPVGPSSSKGSGPPPTEE GSGPPPTEEEEGERALREK 48.38 2066.986832 1.213844211 ZC3H4_HUMAN[917-935] 
SSPYTRNWDKLVGEIKEEE NLYPSSSPYTRNWDK 44.1 1826.858734 4.20941141 SUGT1_HUMAN[275-289] 
SSQLAEEEEKAKNLAKIRN KLMEDRIAECSSQLAEEEEK 55.62 2394.104218 0.732633102 MYH10_HUMAN[1002-1021] 
SSQLVRDIQKAAKGIPVMG MIDLIIPRGSSQLVRDIQK 31.95 2181.230331 4.805086309 P5CS_HUMAN[551-569] 
SSRCSWQDLKDFMRQAGEV DFMRQAGEVTYADAHK 73.41 1837.841721 3.679859872 SFRS6_HUMAN[128-143] 
SSRCSWQDLKDYMRQAGEV DYMRQAGEVTYADAHK 45.41 1853.836624 1.585360847 SFRS4_HUMAN[122-137] 
SSRSESGRMKKSDNKMGIT EGPSGSGDSQLSASSRSESGRMK 65.83 2296.034943 -1.864518662 TF3C1_HUMAN[743-765] 
SSSILKGMELSVLDSLNAR VLENRSSSILKGMEL 40.68 1690.892334 -1.935664344 AP3D1_HUMAN[952-966] 
SSSRNKKHAKNNFTCVACH NNFTCVACHPTEDCIASGHMDGK 37.29 2620.056335 3.338096163 WDR75_HUMAN[204-226] 
SSSSSCSSRKVKLQSKVAV ESAPSSGPPPKPPVSSGSGSSSSSSSCSSRK 74.25 2948.341766 -1.639904863 SFR19_HUMAN[800-830] 
SSTAPAQLGKKGKEFEFSQ ELNTLRVTRSAAPSTLDSSSTAPAQLGK 54.49 2870.509735 2.694991731 SRPRB_HUMAN[200-227] 
SSVKSGSREKQSEDTNTES QSEDTNTESKESDTKNEVNGTSEDIK 62.62 2884.269348 0.788414578 CROP_HUMAN[399-424] 
SSVLRCGKKKVWLDPNETN VWLDPNETNEIANANSRQQIRK 84.92 2595.315308 5.345400598 RL19_HUMAN[22-43] 
SSVNFAEFSKKCSERWKTM HPDSSVNFAEFSK 73.7 1463.668106 4.555677597 HMGB2_HUMAN[31-43] 
SSVVTQHDSKKAGAEVVKQ EYTLDVYRLSSVVTQHDSK 45.41 2239.112076 6.357877371 SYYC_HUMAN[128-146] 
SSWQRNPALKLAARLAHAC LAARLAHACGSDWIPAGSSGSK 84.72 2211.085464 1.82218194 NCDN_HUMAN[284-305] 
SSYNILDNSKIISEECRKE RCPSSYNILDNSK 67.66 1552.730362 1.154096064 5NT3L_HUMAN[47-59] 
STAAGGSASKRMALVLERV RSRVAPAEPQEAPDSTAAGGSASK 63.62 2339.14653 -1.418466076 DHAK_HUMAN[349-372] 
STCDDSILVKTVCGVVSRR TVCGVVSRRAAQLCGAGMAAVVDK 57.74 2475.25087 2.121805132 HXK1_HUMAN[821-844] 
STEPKPDPKKAKAPGLSSK FQPASAPAEDCISSSTEPKPDPKK 45.76 2586.227158 2.108863478 CKAP5_HUMAN[1103-1126] 
STEQKQSDIKKPENTQPEN KPENTQPENKETISQATSEK 66.47 2258.102585 -0.820600451 CEP97_HUMAN[517-536] 
STFALSSQVPDVMVVGEPT DVMVVGEPTLMGGEFGDEDERLITRLENTQ 30.36 3381.570465 7.010056495 LDB1_HUMAN[336-365] 
STFDHPELVKLGSCKLIEE AIEHADFAGVERLALVTGGEIASTFDHPELVK 34.45 3391.741211 5.743657546 TCPB_HUMAN[311-342] 
STFQQMWISKQEYDESGPS QEYDESGPSIVHRK 59.37 1643.790329 3.00220771 A26CA_HUMAN[1060-1073] 
STGEEVAMRKLVRSVTVVE AQNTWGCGNSLRTALINSTGEEVAMRK 70.2 2963.434143 6.988176217 LMNA_HUMAN[516-542] 
STGVFTTMEKAGAHLQGGA AGAHLQGGAK 56.23 908.482803 -0.991763407 G3P_HUMAN[108-117] 
STIPKFGIEKEVRVCEPCY EVRVCEPCYEQLNRK 35.65 1978.935287 -0.877239398 HGS_HUMAN[208-222] 
STKTRKETQKLREFEEGLV LREFEEGLVSQYK 62.68 1596.814743 3.9271932 NOC3L_HUMAN[294-306] 
STLAKMSSVKLRLLCSQVL LRLLCSQVLK 47.81 1228.732544 3.060063818 COMD4_HUMAN[30-39] 
STLDIVLANKDRLNSAIIY DRLNSAIIYDRDFSYNYFGFK 43.26 2603.244461 8.654968958 RIR1_HUMAN[129-149] 
STLNEIYFGKTKDIVNGLR IRSTLNEIYFGK 59.59 1439.777237 3.956862113 CAPZB_HUMAN[224-235] 
STLSGTIAIKHYFSIVPGN HYFSIVPGNVSSSPRSSDLVK 39.69 2275.159698 3.078904749 INT7_HUMAN[326-346] 
STLTPSSPGKLLTRSLALG TLLDRVKLESPTVSTLTPSSPGK 45.73 2425.342804 4.398141154 P5CR2_HUMAN[285-307] 
STMGYMAAKKHLEINPDHS AQALRDNSTMGYMAAKK 96.92 1854.90799 2.470203387 HS90A_HUMAN[616-632] 
STMGYMMAKKHLEINPDHP HLEINPDHPIVETLRQ 72.46 1910.000992 2.152878463 HS90B_HUMAN[625-640] 
STNETASSRKKPKAKQTEV DFISVLRGMDGSTNETASSRK 55.77 2270.0961 3.652708799 RRP15_HUMAN[209-229] 
STPQKLDVIKSGCSARQVC SGCSARQVCAGNTHFAVVTVEK 70.17 2377.126724 1.951515648 NEK9_HUMAN[367-388] 
STQLQEELEKVANQIKEEE SAWQTLNEFARAHTSSTQLQEELEK 53.54 2903.404922 4.712053733 S23IP_HUMAN[880-904] 
STQRTAAAPKAGPGVVRKN PLTSSSAAPQRPISTQRTAAAPK 52.6 2335.260773 -1.781385637 MARE1_HUMAN[152-174] 
STSDLGHCEKIKKACGNFG SESQCRVVVLMGSTSDLGHCEK 67.02 2478.130142 1.925241907 PUR6_HUMAN[262-283] 
STSRPTLPVKSLAQREAEY RPTSNGVVSSPNSTSRPTLPVK 34.62 2280.218613 3.039182279 CA144_HUMAN[65-86] 
STSSLRRQMKNIVHNYSEA NIVHNYSEAEIK 61.85 1415.704453 0.938755259 EPN1_HUMAN[12-23] 
STSVVRPFAKLVRPPVQVY LVRPPVQVYGIEGRYATALYSAASK 75.28 2708.464951 4.268469487 ATPO_HUMAN[27-51] 
STTVRLLCGKETMVTSTTE YEQGTGCWQGPNRSTTVRLLCGK 36.58 2667.264603 1.353071606 GLU2B_HUMAN[465-487] 
STVNPEQYSKRFLDFIGHI RFLDFIGHILT 37.09 1330.739761 7.034433234 PI42A_HUMAN[396-406] 
STWEKPQELKEKEKLEEKI TYYYNNRTLESTWEKPQELK 60.17 2562.239014 3.460645143 TCRG1_HUMAN[445-464] 
STYYITGESKEQVANSAFV EQVANSAFVERVRK 35.21 1631.874329 1.583455266 H90B3_HUMAN[365-378] 
SVALAKPFDKFQFERLGYF FQFERLGYFSVDPDSHQGK 51.7 2256.059998 2.125829989 SYQ_HUMAN[741-759] 
SVASAVKLNKQQTDIAVNW QQTDIAVNWAGGLHHAK 52.14 1844.928177 0.605443623 HDAC1_HUMAN[127-143] 
SVATVVYLRKENCMYQACP SENLGQGDKPDYFSSVATVVYLRK 32.6 2672.344589 4.947715221 RFA1_HUMAN[450-473] 
SVCLDRCVSKYLDIHERMG EAELSKGESVCLDRCVSK 57.77 2065.977219 1.619088521 TIM10_HUMAN[40-57] 
SVDAAERAEKFRQKYWNKL RAVASQPDSVDAAERAEK 41.1 1898.94458 -1.983733512 PANK4_HUMAN[462-479] 
SVDKVADGFKVVARSGNIV VVARSGNIVAGIANESKK 82.86 1812.021713 1.743356593 GUAA_HUMAN[166-183] 
SVDPDSHQGKLVFNRTVTL FQFERLGYFSVDPDSHQGK 51.7 2256.059998 2.125829989 SYQ_HUMAN[741-759] 
SVEDADTQSKVHQLYETIQ VHQLYETIQRWSPIASTLPELVQRLVTIK 76.56 3417.91362 5.205807395 DCTN2_HUMAN[309-337] 
SVFDAYVLPKLYVKLHYCV FVIRNIVEAAAVRDISEASVFDAYVLPK 87.92 3091.670593 5.0386998 RS26_HUMAN[39-66] 
SVILNQRTGKCSACNVWRV CSACNVWRVCEGPK 38.11 1721.743622 0.202701491 CSDE1_HUMAN[730-743] 
SVLHGMVFKKETEGDVTSV ILGSGISSSSVLHGMVFKK 87.5 1946.065918 4.313317407 TCPQ_HUMAN[207-225] 
SVMGPKYVVPVESSLGKEK LTTRDKSVTDSVMGPKYVVP 30.88 2192.151123 8.994361654 APAF_HUMAN[262-281] 
SVNFAEFSKKCSERWKTMS HPDSSVNFAEFSKK 46.55 1591.763062 -0.219253737 HMGB2_HUMAN[31-44] 
SVNFSEFSKKCSERWKTMS HPDASVNFSEFSKK 57.62 1591.763062 2.663713024 HMGB1_HUMAN[31-44] 
SVNWLISYSKYMRALDEYY HFPSVNWLISYSK 72.59 1576.803802 4.490095718 VATA_HUMAN[444-456] 
SVNYKPPAQKSIQEIQELD SIQEIQELDKDDESLRK 76.14 2045.027634 4.738322279 GDIR1_HUMAN[34-50] 
SVPIVYEKYKTQIDHYVGI TQIDHYVGIARDQTK 68.14 1743.890396 -0.237400241 RTN3_HUMAN[999-1013] 
SVPNHPKYDISDMTSIARL SDMTSIARLVKWQGHEGDIDKGAPY 31.02 2773.34935 -10.00198551 GCNT3_HUMAN[355-379] 
SVRAVAERGKHCILDVSGN FIEAGQFNDNLYGTSIQSVRAVAERGK 43.68 2969.499512 5.408318787 DLG3_HUMAN[691-717] 
SVVGASVFYKDVAGLDTEG TRDGGSVVGASVFYK 59.45 1541.783829 2.661203161 JIP4_HUMAN[700-714] 
SWDALNAITKKLDAGNQLA KLDAGNQLALIEELHK 98.28 1790.988998 2.242336499 GCN1L_HUMAN[2222-2237] 
SWFDYNCIHVIERRALPEF IERRALPEFFNGKNKSKTPE 30.81 2360.260025 5.510409812 SMRC1_HUMAN[466-485] 
SWGSECCTRKTRIIDVVYN TRIIDVVYNASNNELVRTK 63.91 2204.191299 3.767368106 RS8_HUMAN[76-94] 
SWLHRFIIGKKGQNLAKIT ANSFTVSSVAAPSWLHRFIIGK 59.62 2387.274994 6.035333188 VIGLN_HUMAN[361-382] 
SWTGNLVTNKTWDHFWLNE SLSNVIAHEISHSWTGNLVTNK 106.23 2406.229156 6.97606043 LKHA4_HUMAN[289-310] 
SWYGIPRLEKIIQVGNRIK FEAHPNDLYVEGLPENIPFRSPSWYGIPRLEK 31.51 3769.889236 5.988504857 GTF2I_HUMAN[495-526] 
SYGLTPRLLKFWKRAGFVP LNERPAERLDYLGVSYGLTPRLLK 32.31 2772.528595 2.432797271 NAT10_HUMAN[698-721] 
SYKECCSQCKILEREGEEN ILEREGEENEALHK 39.69 1665.832153 0.449625131 UBP48_HUMAN[697-710] 
SYKRSNFYIKVRPAELEQF VRPAELEQFESTIGFK 30.86 1849.957397 8.035320178 E41L2_HUMAN[459-474] 
SYLHSRKIKILEIFHKVGQ PALSVMYSYLHSRKIKI 32 2005.11824 0.519670102 CC025_HUMAN[185-201] 
SYLRQGTRNKKLKKKDKGK LTQILSYLRQGTRNK 39.47 1790.016235 1.987132815 RED_HUMAN[282-296] 
SYVGKEAQSKRGILTLKYP RGILTLKY 33.29 962.591278 1.08457247 A26CA_HUMAN[762-769] 
SYVWNNMVSKRIEDYGLKP RIEDYGLKPVPGDLVLK 43.35 1911.082932 4.583788518 PUS7_HUMAN[491-507] 
SYYGLRKEWLVGMLGAEST VGMLGAESTKLNNQ 37.62 1460.729309 8.100747981 TOP2B_HUMAN[1059-1072] 
TAASGAAGDKDTKDISAPK EFKPLPGRTAASGAAGDK 42.92 1771.921677 4.015978862 CKAP5_HUMAN[513-530] 
TADSQPPVFKVFPGSTTED VPRVSLERLDLDLTADSQPPVFK 74.11 2594.406799 5.042385799 TIF1B_HUMAN[485-507] 
TADVINAAEKLQVVGRAGT LQVVGRAGTGVDNVDLEAATRKG 87.77 2325.240082 1.230410581 SERA_HUMAN[70-92] 
TAEWLLSHTKHRPQVAIIC NTAEWLLSHTK 70.38 1298.66188 2.881427458 PNPH_HUMAN[12-22] 
TAGAAGGRGKGAYQDRDKP PENVAPRSGATAGAAGGRGK 33.1 1822.939789 -2.225526057 TCPD_HUMAN[2-21] 
TAGLLEQWLKREKEEEPVA RGTAGLLEQWLK 35.82 1370.767014 4.041532911 DC12_HUMAN[328-339] 
TAGLRPMETKDIPVVHQLL DIPVVHQLLTRYLK 42.25 1693.987915 5.169458367 NMT1_HUMAN[345-358] 
TAGMYTLTMKYGGELVPHF YGGELVPHFPARVK 40.5 1568.846344 0.106447646 FLNB_HUMAN[1208-1221] 
TAIREISLLKELNHPNIVK IRLDTETEGVPSTAIREISLLK 40.08 2440.353668 6.074529358 CDK2_HUMAN[35-56] 
TAIREISLLKELRHPNIVS IRLESEEEGVPSTAIREISLLK 35.35 2468.348557 4.191466384 CDC2_HUMAN[35-56] 
TAKTEWLDGKHVVFGKVKE HTGPGILSMANAGPNTNGSQFFICTAKTEWLDGK 89.98 3619.718796 4.545933242 PPIA_HUMAN[92-125] 
TALDEIRLLKSVRNSDPND SAEHYTETALDEIRLLK 31.06 1988.021423 2.866166297 SRPK1_HUMAN[284-300] 
TALGKNHSRKDGLSDERGR DGLSDERGRDDCGTFEDTGPLLQFDYK 51.12 3105.362198 5.466351078 RRP1B_HUMAN[275-301] 
TALQGLYYNKELNSKLELF ELNSKLELFTSRFK 39.18 1710.930435 3.471210681 STAG2_HUMAN[359-372] 
TALRVRRENKGATAAPQRK GATAAPQRKSEDDSAVPLAK 50.79 2011.033401 -0.719530565 WBP11_HUMAN[591-610] 
TALSPSGHTKLLPRSLAPA VKLDSPAGTALSPSGHTK 89.28 1764.937012 2.476009042 P5CR1_HUMAN[290-307] 
TANAIYCPPKLQATLDMQS ARAALTSARTTANAIYCPPK 35.72 2132.116013 1.331541052 PSD11_HUMAN[186-205] 
TANGESRAIKIYKTSILVF EANVYHASTANGESRAIK 63.16 1916.934006 -0.075119957 RIOK1_HUMAN[191-208] 
TAQDQQAVRQVRDMFGEDV TQLGRFTAQDQQAVRQ 31.41 1845.944565 3.789929629 GIMA1_HUMAN[119-134] 
TARQYAYFYKVIQTHPHAN NTARQYAYFYK 49.14 1423.688416 3.370119435 SETD3_HUMAN[212-222] 
TASLLGRIQKDWKKLVQMK EACRALENPDTASLLGRIQK 42.3 2241.153519 4.52177859 PTN23_HUMAN[216-235] 
TAVCESKDLSDTVRTVLKQ DTVRTVLKQEMNRLFGA 30.94 1977.04657 1.48200859 NARG1_HUMAN[728-744] 
TAVLNQLQEKNHTLQEQVT NHTLQEQVTQLTEK 40.38 1667.847855 3.087212053 EEA1_HUMAN[570-583] 
TAWPMAGFPGGKVGLSEMA GKVGLSEMAQK 31.28 1162.601593 -7.191629575 SPAT5_HUMAN[109-119] 
TAWVFDDKYKRPGYGAYDA RPGYGAYDAFK 47.35 1243.598557 4.346257858 IF2A_HUMAN[144-154] 
TAYGENFACSKIAPVRHLS KIAPVRHLSGNQ 33.47 1318.746948 -6.305986158 THNS1_HUMAN[326-337] 
TAYNHLFETKRFKGTESIS DHLVTAYNHLFETK 80.33 1686.836563 2.726405214 FKBP3_HUMAN[57-70] 
TCHDAGISKKAIKLRPIAV NVTDVVNTCHDAGISKK 87.86 1856.905075 2.195588808 CV028_HUMAN[477-493] 
TCQDAAIVGYKDSPSVWAA KDSPSVWAAVPGK 67.08 1340.708847 2.541193047 PROF1_HUMAN[26-38] 
TDCGTNLKQKGHFFVEDQI GHFFVEDQIYCEK 68.52 1670.739899 3.109400813 PDLI1_HUMAN[297-309] 
TDEELKETIKKLLASANLE KPPTDEELKETIK 38.14 1526.819153 1.60988287 DEK_HUMAN[318-330] 
TDGKLPEVTKDVERTDGAL RSALQSINEWAAQTTDGKLPEVTK 52.58 2642.366364 3.552497537 SERPH_HUMAN[167-190] 
TDHEPGKLAKLQAQVRIGG LQAQVRIGGK 43.4 1068.640366 0.088898008 BT3L3_HUMAN[44-53] 
TDIKPEWLVKIAPQYYDMS NYIRTCTDIKPEWLVK 38.47 2035.056061 2.669705324 DHX15_HUMAN[745-760] 
TDKITLEVAKLIKDDFLQQ LIKDDFLQQNGYTPYDRFCPFYK 48.8 2927.395248 6.912288327 VATA_HUMAN[514-536] 
TDPSKLDSGKELHINLIPN ELHINLIPNK 38.76 1189.68187 1.422228953 HS902_HUMAN[75-84] 
TDPSKLDSGKELKIDIIPN ELKIDIIPNPQERTLTLVDTGIGMTK 62.92 2894.578674 4.987945268 HS90B_HUMAN[70-95] 
TDPSKLDSGKELKIDIIPN IRYESLTDPSKLDSGK 67.1 1807.931564 0.701353981 H90B2_HUMAN[54-69] 
TDQESFNNVKQWLQEIDRY QWLQEIDRYASENVNK 35.58 1991.970062 4.779188293 RAB1A_HUMAN[104-119] 
TDTLINYMAKFAYRGVLNS FAYRGVLNSPVK 36.5 1349.74556 3.722183016 SC24C_HUMAN[854-865] 
TDTVLILCRKKVENTRWDY KVENTRWDYLTQVEK 57.83 1907.974106 5.558775649 CYBP_HUMAN[157-171] 
TDVSLARLQKADVVAQSRI YAAELIERVSGKPLLIGTDVSLARLQK 31.6 2939.68074 4.773307458 VPRBP_HUMAN[808-834] 
TDYTPFSCLKIILSNPPSQ RTDYTPFSCLK 57.25 1386.660187 3.834392917 PRI2_HUMAN[359-369] 
TEAKAVPYQKFEAHPNDLY FEAHPNDLYVEGLPENIPFRSPSWYGIPRLEK 31.51 3769.889236 5.988504857 GTF2I_HUMAN[495-526] 
TEDEFKRLFAKYGEPGEVF KYGEPGEVFINK 34.37 1379.708496 1.75109453 SFPQ_HUMAN[319-330] 
TEDEQFNDEKTYLVKQIRD FQNDRTEDEQFNDEK 82.79 1913.80275 0.999058027 CAB39_HUMAN[309-323] 
TEEDFKGRFKARPELEELL ARPELEELLAK 39.75 1267.713547 3.253100836 RM48_HUMAN[200-210] 
TEELEQRNILKQKNEEEEQ KQKNEEEEQEAKM 39.48 1635.740952 -9.384737835 PHAR2_HUMAN[537-549] 
TEEQQEEVRKRCESAEPRH FELQHGTEEQQEEVRK 49.63 1985.94426 0.938092794 PRP6_HUMAN[884-899] 
TEGFEAAKEKALQFLEEVK QADLYISEGLHPRIITEGFEAAKEK 32.64 2814.455154 1.303627096 TCPZ_HUMAN[105-129] 
TEGGEGFVVKVRGLPWSCS VRGLPWSCSADEVQRFFSDCK 50.86 2543.168579 3.00137398 HNRH1_HUMAN[15-35] 
TEGRNALIHKSSVNCPFSS ILTTEGRNALIHK 39.13 1464.841232 -2.74364205 DHX9_HUMAN[1012-1024] 
TEIGKTLAEKSRGLFSAND SRGLFSANDWQCK 48.27 1567.720154 4.14614814 ZRAB2_HUMAN[60-72] 
TEKDKVEIYKSFRPGDIVL SFRPGDIVLAK 59.77 1201.6819 2.116200635 EXOS1_HUMAN[121-131] 
TEKDLDEKKKEPAITSQNS EPAITSQNSPEAREESTSSGNVSNRK 64.29 2774.306656 -1.493706541 TCEA1_HUMAN[92-117] 
TEKVLAAVYKALSDHHIYL ALSDHHIYLEGTLLK 63.94 1708.914795 3.76671793 ALDOA_HUMAN[216-230] 
TELINDRLKKANLQIDQIN ANLQIDQINTDLNLERSHAQK 67.64 2420.240753 1.942368747 MYH9_HUMAN[1755-1775] 
TELLEQERKKVVDTTKESS VLTELLEQERKK 45.65 1484.856201 1.295074903 TCOF_HUMAN[1318-1329] 
TEMAFGVAATPPQPIAAPP PPQPIAAPPK 38.99 1014.586197 -3.708901236 IRS2_HUMAN[1083-1092] 
TEMAMNPHIKQNAQCLHGD QNAQCLHGDIAQSQREITLK 54.4 2309.154602 1.567240235 DDX50_HUMAN[413-432] 
TEPNADPRKKDGALHMIGS TMGFCYQILTEPNADPRKK 37 2268.103088 3.391380242 IPO7_HUMAN[411-429] 
TEQERGVGIKSTPVTVVLP RYDQDLCYTDILFTEQERGVGIK 56.17 2818.359589 3.222796706 U5S1_HUMAN[160-182] 
TERLARDVMKEMGGHHIVA EMGGHHIVALCVLK 45.02 1562.806137 2.256837823 HPRT_HUMAN[56-69] 
TERLSPNAWKTITDIVLNG VAGHPNIVINNAAGNFISPTERLSPNAWK 50.72 3086.604965 2.914205122 DECR_HUMAN[134-162] 
TERQFRNRRKILIRGLPGD ILIRGLPGDVTNQEVHDLLSDYELK 37.87 2836.497055 4.832016298 RAVR1_HUMAN[61-85] 
TERSFDLLVKNLNGKSYSM IYITLTGVHQVPTENVQVHFTERSFDLLVK 31.21 3482.856216 5.365423905 CYBP_HUMAN[89-118] 
TERSVPHLQKVFDRYKSYS WISIMTERSVPHLQK 37.72 1823.971603 1.031266055 ANXA2_HUMAN[213-227] 
TETNLHLNTKELLKNAQKE RQLDTETNLHLNTK 34.99 1681.874725 -0.40549988 TPR_HUMAN[878-891] 
TETQKNERVKKQLQALSSE KQLQALSSELAQARDETK 49.69 2015.064682 1.622280431 RADI_HUMAN[526-543] 
TETVELHKLKLAELKQECL LAELKQECLARGLETK 42.85 1857.998184 3.396128185 HCC1_HUMAN[13-28] 
TETYVRWSPKGTYLATFHQ GTYLATFHQRGIALWGGEK 82.39 2104.085403 4.709409602 EIF3B_HUMAN[346-364] 
TEVEKETQEKMTILQTYFR EAAALGSRGSCSTEVEKETQEK 53.13 2366.101944 -0.977557204 VATG1_HUMAN[59-80] 
TEVTATLQEWASLWKQLYV DSIVTEVTATLQEW 31.14 1590.777725 -7.903052578 DOCK3_HUMAN[83-96] 
TEVTGHRWLKGGVVLKEDA ILLTCSLNDSATEVTGHRWLK 34.94 2413.242371 3.641988101 BASI_HUMAN[153-173] 
TEYGLTFTEKWNTDNTLGT YRWTEYGLTFTEK 59.75 1692.814758 4.202468088 VDAC1_HUMAN[62-74] 
TEYLEERRIKEIVKKHSQF EDQTEYLEERRIK 36.78 1707.842728 2.397176235 HS90A_HUMAN[192-204] 
TEYLEERRVKEVVKKHSQF EDQTEYLEERRVK 32.29 1693.827087 3.184504511 H90B3_HUMAN[166-178] 
TEYVHRYVGKEPSGLRFNK YAIAVNDLGTEYVHRYVGK 67.63 2167.106186 6.136293683 GLSK_HUMAN[293-311] 
TFAPILYVFKFKNEEEVFA FKNEEEVFAWNNEVK 83.99 1881.889694 4.569874646 AL7A1_HUMAN[410-424] 
TFDDHDPVDKIVLQKYHTI RGFGFVTFDDHDPVDK 55.51 1850.85881 4.733478293 ROA2_HUMAN[153-168] 
TFDDHDSVDKIVIQKYHTV RGFAFVTFDDHDSVDK 54.92 1854.853714 4.279043646 RA1L3_HUMAN[146-161] 
TFDDHDTVDKIVVQKYHTI RGFAFVTFDDHDTVDK 80.42 1868.86937 3.522985665 ROA3_HUMAN[167-182] 
TFIAIKPDGVQRGLVGEII QRGLVGEIIK 36.59 1111.671326 3.314828685 NDKA_HUMAN[17-26] 
TFLPRFLYSQFRRAANSFF NIITFLPRFLYSQ 31.11 1610.88205 5.56403245 AT8A1_HUMAN[60-72] 
TFPCPYCPEKNFDQEGLVE DASLQPRNVPNRYTFPCPYCPEK 31.36 2808.311188 4.648701346 RN114_HUMAN[127-149] 
TFREKNRGSKLFNHLSAVS LFNHLSAVSESIQALGWVAMAPKPGPYVK 57.37 3109.642273 6.344781254 CAP1_HUMAN[127-155] 
TFSLKGMTTKLFGQETPEQ LFGQETPEQREARIK 63.29 1800.948212 0.53860516 SNX4_HUMAN[362-376] 
TFVAELKGLDPARVNVPVI PARVNVPVIGGHAGK 34.71 1470.841934 3.770629509 MDHM_HUMAN[189-203] 
TGAGNPVGDKLNVITVGPR EQRAAQKADVLTTGAGNPVGDK 88.36 2225.140015 1.270931259 CATA_HUMAN[17-38] 
TGCNVLLIQKSILRDALSD SILRDALSDLALHFLNK 70.23 1925.07341 4.085039022 TCPD_HUMAN[303-319] 
TGCSCKPPGKYLSAESEDD QTDSGGERAGLGGTGCSCKPPGK 46.56 2276.027405 -1.253060483 ZBED4_HUMAN[51-73] 
TGDIYIWGWNESGQLALPT ESGQLALPTR 31.06 1070.572006 5.46250039 RCCD1_HUMAN[238-247] 
TGEDVKVILKNSQGEEVAQ NSQGEEVAQRSTVFK 66.38 1678.827454 4.312533717 LMNB1_HUMAN[533-547] 
TGHVAINCSKTSEVNCYRC TSEVNCYRCGESGHLARECTIEATA 44.42 2870.238159 3.662413855 CNBP_HUMAN[153-177] 
TGIVSAPVPKKLLMMAGID KLLMMAGIDDCYTSARGCTATLGNFAK 78.59 2964.396576 6.607415539 RS2_HUMAN[212-238] 
TGKPPQYIAVHVVPDQLMA HVVPDQLMAFGGSSEPCALCSLHSIGK 103.2 2896.36702 4.74145711 MIF_HUMAN[41-67] 
TGLMIDPRTKALVLNGKPG ALVLNGKPGHLQFYSLQSDK 68.11 2214.179688 2.598705079 WDR75_HUMAN[348-367] 
TGLRAGVHIKLPNLGKHEK DYEFMWNPHLGYILTCPSNLGTGLRAGVHIK 83.72 3558.754044 6.004629636 KCRB_HUMAN[268-298] 
TGLSKEELLKVAGSPGWVR FTGLSKEELLK 37.25 1263.707428 4.879293944 4F2_HUMAN[60-70] 
TGNLFEVYLKPYFLEAYRP RIHVLPIDDTVEGITGNLFEVYLK 103.81 2740.479965 3.486980428 TERA_HUMAN[113-136] 
TGPGAWTASKLGGIPDALP PVLLGLRDAPVHGSPTGPGAWTASK 36.3 2483.328506 3.066046229 PDD2L_HUMAN[7-31] 
TGPLLQFDYKAVADRLLEM DGLSDERGRDDCGTFEDTGPLLQFDYK 51.12 3105.362198 5.466351078 RRP1B_HUMAN[275-301] 
TGQFVYCGKKAQLNIGNVL AQLNIGNVLPVGTMPEGTIVCCLEEKPGDRGK 71.24 3451.726181 5.916460035 RL8_HUMAN[94-125] 
TGSKPDEPGKAGETPSEEK KGEGTTTAEAAPATGSKPDEPGK 53.11 2199.065506 0.084126644 NEUM_HUMAN[81-103] 
TGSYKSMFQKLPDIREVLT LPDIREVLTCKIEELGSELK 40.43 2341.256256 6.563143168 DPOA2_HUMAN[213-232] 
TGTGGGISLKHGDEIYIAP HGDEIYIAPSGVQK 62.54 1512.757248 1.808618008 APIP_HUMAN[52-65] 
TGTKNTFGSGVTSAVNVAK VAKGAVQTGLKTTQNIATGTKNTFGSG 30.74 2649.408615 -9.207715209 K1881_HUMAN[630-656] 
TGTVRTFSLKGMTTKLFGQ KQQCEELVTGTVRTFSLK 32.85 2123.104492 1.158209598 SNX4_HUMAN[339-356] 
THEYHAETIKNVRTATESF NVRTATESFASDPILYRPVAVALDTK 44.78 2833.497391 5.107116049 KPYM_HUMAN[90-115] 
THFAVVTVEKELYTWVNMQ SGCSARQVCAGNTHFAVVTVEK 70.17 2377.126724 1.951515648 NEK9_HUMAN[367-388] 
THGLNEEQRKQLQDIATLA AIFQTIQNRNPVWYQALTHGLNEEQRK 80.25 3253.674438 1.470644987 IPO7_HUMAN[964-990] 
THGVGHDPAKEFTNHWWNE EFTNHWWNELFNK 45.14 1763.805588 5.354331602 GPTC4_HUMAN[59-71] 
THKIYHLKSKVPAFVRMIA VPAFVRMIAPEGSLVFHEK 38.47 2126.134659 4.84494242 PIPNB_HUMAN[68-86] 
THLEAQNRIKGCTDNLTLT GCTDNLTLTVARSEHK 66.85 1800.878845 0.425903165 PDLI1_HUMAN[72-87] 
THLFTASYDKRIILWDIGV AIATLCFSPAHETHLFTASYDK 31.57 2479.184189 1.514207785 LRWD1_HUMAN[394-415] 
THLLSASGDKTSKIWDVSV AHDGGIYAISWSPDSTHLLSASGDK 102.01 2584.219391 3.661840799 WDR1_HUMAN[232-256] 
THLVKLDLSKNKLQQLPAD LTTLPSDFCGLTHLVKLDLSK 87.18 2357.266479 7.447185185 LRC59_HUMAN[51-71] 
THNMDVPNIKRNDFQLIGI KYEDICPSTHNMDVPNIK 67.21 2159.997955 3.470373656 IF5A1_HUMAN[68-85] 
THPRMRRYIKNPRIVLLDS NPRIVLLDSSLEYKK 36.55 1773.99884 1.111612903 TCPG_HUMAN[235-249] 
THQLAELNEKKNERLRAAF DVNPGGKEETPGQRPAVTETHQLAELNEK 38.91 3143.548309 7.667768277 SRRM2_HUMAN[102-130] 
THSEPLSTIKNEETIEPDK LETNYSFTHSEPLSTIK 34.05 1965.968353 9.861298108 CCD14_HUMAN[649-665] 
THSKRTLLIKTVETRDGQV TVETRDGQVINETSQHHDDLE 73.18 2422.099686 1.620907687 VIME_HUMAN[446-466] 
THSLFFRSLKDRGFELTFK DRGFELTFK 33.94 1111.566208 4.879601378 OST48_HUMAN[52-60] 
THSVFVNVSKGQVAKKEDL GQVAKKEDLISAFGTDDQTEICK 77.63 2552.242828 1.431290142 SBDS_HUMAN[63-85] 
THYWTLEKLRQRLDLMREM WTLEKLR 39.26 944.544327 4.348128386 KIF1A_HUMAN[800-806] 
TIAPALVSKKLNVTEQEKI LNVTEQEKIDK 48.42 1315.698318 -1.562668259 ENOA_HUMAN[82-92] 
TIAQDYGVLKADEGISFRG RTIAQDYGVLK 51.95 1262.698273 0.529817783 PRDX1_HUMAN[110-120] 
TICYDSTHYKETWKALEAL NADGTICYDSTHYK 41.86 1643.688583 0.838966708 AK1A1_HUMAN[128-141] 
TIDDGIFEVKATAGDTHLG ATAGDTHLGGEDFDNRLVNHFVEEFK 83.66 2917.363113 4.479387548 HSP71_HUMAN[221-246] 
TIEDGIFEVKSTAGDTHLG STAGDTHLGGEDFDNRMVNHFIAEFK 66.14 2907.324615 6.922859558 HSP7C_HUMAN[221-246] 
TIEGIVTPIVDTFKVRKEI MFFLMLVNLGLGSMFGTIEGIVTPIV 35.18 2830.472336 8.142457252 S6A15_HUMAN[462-487] 
TIGNHASYYKDALRFLGCV YYQTIGNHASYYK 78.58 1606.741577 1.124636361 PSD13_HUMAN[162-174] 
TILCTSYVQFKEDSHPFDL KEDSHPFDLGLYNEAVK 43.63 1960.953033 3.885865634 RFA3_HUMAN[88-104] 
TILHHLRMSKHTDAAEEVL HTDAAEEVLLEK 85.73 1353.677582 1.536554958 HIBCH_HUMAN[31-42] 
TILRHLGRTLGLYGKDQQE FQDGDLTLYQSNTILRHLGRTL 46.58 2560.339783 6.201130063 GSTP1_HUMAN[56-77] 
TILSLMTREKHPDGKILII TILSLMTREK 36.87 1190.669266 3.198201305 ACLY_HUMAN[322-331] 
TILVLQQQLKETRQQLAQY ETRQQLAQYQQQQSQASAPSTSRTTASEPVEQSEATSK 80.94 4165.974777 3.685572002 FL2D_HUMAN[231-268] 
TIMQNPRQYKIPDWFLNRQ RAGELTEDEVERVITIMQNPRQYK 44.95 2874.465744 2.298861976 RS18_HUMAN[55-78] 
TIQMVRFFYKEKESVNAKV ISRLPAYLTIQMVRFFYK 44.18 2245.244522 4.894789807 UBP14_HUMAN[317-334] 
TISDNANAVKSEIPTKDVP SEIPTKDVPIVHTETK 65.2 1792.957077 2.200275763 41_HUMAN[748-763] 
TISLQMGTNKGASQAGMLA GASQAGMLAPGTRRDIYDQK 36.45 2150.053833 1.032532286 CNN3_HUMAN[213-232] 
TIVTEEGKEKKVNIDFEPF KVNIDFEPFKPINTSLYLCDNK 86.45 2654.3414 4.416161388 ERF1_HUMAN[109-130] 
TKDIEDVFYKYGAIRDIDL YGAIRDIDLK 38.01 1162.634598 0.95816863 SFRS1_HUMAN[39-48] 
TKEERTQLQKQKTDEYFRM FLLGYFPWDSTKEERTQLQK 33.82 2485.264145 6.029942544 TBC15_HUMAN[358-377] 
TKENLLDFIKHNQLPLVIE HNQLPLVIEFTEQTAPKIFGGEIK 30.87 2708.453735 6.360455701 PDIA1_HUMAN[231-254] 
TKFGSQASQKASELGHSLN ASELGHSLNENVLKPAQEK 67.45 2063.064682 3.13223335 ARFG1_HUMAN[240-258] 
TKFSLQKLKEISEARHLPE KFSLQKLKE 31.82 1119.665161 -7.329869934 LCA5_HUMAN[200-208] 
TKIKRASQKKHVNPVQALS HVNPVQALSEFK 35.31 1367.719742 3.355950681 CTNA1_HUMAN[890-901] 
TKIYHPNVDKLGRICLDIL LGRICLDILK 38.98 1199.705994 4.108506605 UBE2N_HUMAN[83-92] 
TKKDDEKSKKSKEEYQQTW SKEEYQQTWYHEGPNSLK 41.55 2223.023224 2.631101617 PRP4_HUMAN[158-175] 
TKLAEEIPLKILAHNGLVG ILAHNGLVGRLIGK 38.85 1459.898697 1.11377591 IF2B2_HUMAN[279-292] 
TKLEKSLEEKNESLTEHPR NESLTEHPRSTELPK 46.69 1736.869293 -0.461174599 SFRIP_HUMAN[370-384] 
TKLKQVEDEKNSFREQLEE NSFREQLEEEEEAK 93.03 1736.785263 3.298623107 MYH9_HUMAN[1339-1352] 
TKLREFEDLQMQLNTSIDL MQLNTSIDLR 38.1 1189.612488 -8.897014874 SYNE2_HUMAN[3238-3247] 
TKPALKSEEKTPIKKPGDG VPQAQPTKPALKSEEK 33.03 1749.962463 -0.898304983 STAU1_HUMAN[356-371] 
TKPELPSGKKNQSLTLIEL EYDETKPELPSGKK 31.38 1619.80423 -7.666358545 ZN644_HUMAN[1152-1165] 
TKRDFNQFIKANEKYGRDD RDFNQFIK 36.54 1066.555969 1.174809421 SMCA1_HUMAN[863-870] 
TKRKLDDASKRLEFLYDKL RLEFLYDK 31.02 1082.576019 3.494442823 SC31A_HUMAN[1149-1156] 
TKRWLAQLVKNLQEGQVTD RWLAQLVK 41.65 1012.618164 3.831651592 RCD1_HUMAN[274-281] 
TKTDTEGKIKAKEYCRTLF TQSVEITKTDTEGKIK 34.77 1776.946899 -0.673627333 CD2AP_HUMAN[254-269] 
TKVKKEDEVQAIATLIEKQ KVKKEDEVQ 31.95 1101.602966 -0.748000891 CCD43_HUMAN[93-101] 
TKVTGSLETKYRWTEYGLT YRWTEYGLTFTEK 59.75 1692.814758 4.202468088 VDAC1_HUMAN[62-74] 
TKYFTEAGLKELSEYVRNQ ELSEYVRNQQTIGARK 34.96 1890.991135 2.283987439 BZW1L_HUMAN[99-114] 
TKYPVVSDGKRFLGSGGFI RFLGSGGFIGYAPNLSK 56.95 1782.941696 4.956976451 PLOD1_HUMAN[150-166] 
TLAAKEKEVKKITDGLHAL KITDGLHALQEASNK 31.56 1623.858002 4.05207844 SMC2_HUMAN[354-368] 
TLCGHLHHGKTCFVDCLIE TCFVDCLIEQTHPEIRK 75.27 2145.034698 4.012056312 U5S1_HUMAN[143-159] 
TLDGVKSWLKPRLGQEATV PRLGQEATVGK 38.02 1154.640762 0.111723061 ACLY_HUMAN[87-97] 
TLDVTTGQRKYGGPPPDSV ALLERTGYTLDVTTGQRK 61.08 2021.090546 5.217975029 HNRPQ_HUMAN[126-143] 
TLEDLFPTTKIPNPRFQRL KDEKTDTLEDLFPTTK 50.59 1879.941483 1.627710239 KU86_HUMAN[466-481] 
TLENEIFRKKNHVCQYYIY NHVCQYYIYELQK 71.64 1756.824265 3.151709656 SMC4_HUMAN[320-332] 
TLGLYHAQLKVKEEEVHRL VSISQLTRQVTALQEEGTLGLYHAQLK 52.75 2982.613815 6.479551561 GOGB1_HUMAN[2609-2635] 
TLHNWMSEFKRWVPTLRSV RWVPTLRSVCLIGDK 30.93 1798.98761 2.725421772 SMCA5_HUMAN[250-264] 
TLKERERLKKRILDEIEEH RILDEIEEHNIK 53.46 1507.799408 0.315028642 SEPT2_HUMAN[198-209] 
TLKTNELFQTMQRAQELAQ MQRAQELAQRLKQE 31.3 1743.904953 -2.282807898 CCD66_HUMAN[536-549] 
TLLDAGLPQKVAEKLDEIY VAEKLDEIYVAGLVAHSDLDERAIEALK 87.12 3066.623672 6.25150069 HNRPQ_HUMAN[39-66] 
TLMWSATWPKEVRQLAEDF EVRQLAEDFLK 46.7 1346.719391 2.8610266 DDX5_HUMAN[285-295] 
TLNGLRLQSKTIKVSYARP DAERAINTLNGLRLQSK 37.27 1898.033325 5.704325555 ELAV1_HUMAN[73-89] 
TLPKVEAMNKRLGSLVDEF RLGSLVDEFKELVYPPDYNPEGK 58.18 2664.343506 5.809310986 KU70_HUMAN[517-539] 
TLPPVHRLSKDVREAPVPS DVREAPVPSLHLK 36.95 1459.814697 1.154256087 CT027_HUMAN[79-91] 
TLQDPTNLDKFNVSNFYHV FNVSNFYHVK 61.75 1253.619308 2.476030786 PPIL2_HUMAN[167-176] 
TLRTVEPLDSRVPLTAVAV RVPLTAVAVMP 31.95 1168.663818 8.550790951 WDR81_HUMAN[688-698] 
TLRYLSLLYPARGSRNILL ARGSRNILLVSDGHLQ 39.05 1734.948898 9.23658329 PARP4_HUMAN[966-981] 
TLSRFAYNGKRCPSSYNIL RCPSSYNILDNSK 67.66 1552.730362 1.154096064 5NT3L_HUMAN[47-59] 
TLTLNVKSEKVYTRHGVPI VYTRHGVPISVTGIAQVK 50.28 1924.089447 -1.431326389 FLOT1_HUMAN[55-72] 
TLTVARSEHKVWSPLVTEE GCTDNLTLTVARSEHK 66.85 1800.878845 0.425903165 PDLI1_HUMAN[72-87] 
TMIEAHVDVKTTDGYLLRL TTDGYLLRLFCVGFTKK 55.55 2018.065933 5.08358019 RS3A_HUMAN[129-145] 
TMSTAEEATKCINHLHKTE VVTNARSPGARCYGFVTMSTAEEATK 39.31 2802.342896 3.6669317 SAFB1_HUMAN[437-462] 
TMVLHKHGEKLYTGLREVV LYTGLREVVTEHLINK 59.62 1884.046875 4.839051576 CUL3_HUMAN[73-88] 
TNCCFGFHRLAVVDPLFGM NGYTNCCFGFHRL 50.09 1644.692581 4.16673613 ASNS_HUMAN[38-50] 
TNCSTAGHSKTPPSGADSK APQTPRSGAAHLCDSQETNCSTAGHSK 65.33 2867.267502 -1.524099163 UBP36_HUMAN[626-652] 
TNDECVATYKGVPFEVKGK KIWEQIQPDLHTNDECVATYK 48.12 2587.237671 4.278694657 MCA1_HUMAN[269-289] 
TNEEYGEFYKSLTNDWEDH TKPIWTRNPDDITNEEYGEFYK 64.96 2715.281631 1.80091816 HS90A_HUMAN[293-314] 
TNENNLESAKGLLDDLRND GLLDDLRNDLDRLFVK 32.63 1901.037048 4.600120765 CKAP4_HUMAN[579-594] 
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TNGLTLGAKKCSVIRDSLY DREGFFTNGLTLGAKK 56.75 1752.915878 3.26655721 PROF2_HUMAN[55-70] 
TNHVLTDAQKILCIEKCFT RQFPNASLIGLTATATNHVLTDAQK 123.22 2666.414001 4.331660423 RECQ1_HUMAN[243-267] 
TNIKTSAKIKSFDLIHSPH SFDLIHSPHGELK 45.31 1478.75177 3.396783762 WDR3_HUMAN[367-379] 
TNKNNSESIECSKITMDLK IQNITVQETNKNNSESIE 35.56 2060.002151 -0.950969881 S35B3_HUMAN[10-27] 
TNQEERDKGKTVEVGRAYF TVEVGRAYFETEKK 38.76 1655.851868 0.98076406 ERF3A_HUMAN[139-152] 
TNTGEVYRGKLIEAEDNMN VLHEAEGHIVTCETNTGEVYRGK 63.38 2598.249649 -0.075820274 SMD3_HUMAN[9-31] 
TNVYRVTIHKTFEGNLTTK TFEGNLTTKPINGAIFIFNPRTGQLFLK 30.17 3136.707336 6.033077993 PRP8_HUMAN[1793-1820] 
TNWKTLYEVKSENLGQGDK SENLGQGDKPDYFSSVATVVYLRK 32.6 2672.344589 4.947715221 RFA1_HUMAN[450-473] 
TPAVVSERLKIRGSLARAA IRGSLARAALQELLSK 52.32 1725.026047 1.858522661 RS25_HUMAN[79-94] 
TPDPEDPSRKIYKFIQKVP ELVALMSAIRDGETPDPEDPSRK 62.67 2525.243134 4.224147709 LKHA4_HUMAN[166-188] 
TPDTGRILSKLHTVQPKGK TRSNPENNVGLITLANDCEVLTTLTPDTGRILSK 73.77 3711.910141 6.519554375 PSMD4_HUMAN[41-74] 
TPEEEEILNKKRSKKIQKK KGAKLTPEEEEILNK 66.99 1697.919907 0.020613458 RS8_HUMAN[125-139] 
TPEPFAAEAKFFTESRLLQ CPTFRREADGSETPEPFAAEAK 64.41 2465.128113 3.597378957 SND1_HUMAN[228-249] 
TPEQISMDLKNELMYQLEQ NELMYQLEQDHDLQAILQERELLPVK 32.12 3164.617538 8.188983246 DHX9_HUMAN[366-391] 
TPEQREARIKVLEEQINEG LFGQETPEQREARIK 63.29 1800.948212 0.53860516 SNX4_HUMAN[362-376] 
TPERIAENFKVFDFELSSQ SVTPERIAENFK 52.35 1389.725204 1.660759979 ALDR_HUMAN[264-275] 
TPFDRNFATKMGAKAMNWM NVLGHMQQGGSPTPFDRNFATK 59.11 2401.159729 3.058105594 K6PF_HUMAN[657-678] 
TPFDRNYGTKLGVKAMLWL GVFDCRTNVLGHLQQGGAPTPFDRNYGTK 42.2 3204.552353 2.845639264 K6PL_HUMAN[649-677] 
TPKGCLELIKETGVPIAGR DVDGLTSINAGRLARGDLNDCFIPCTPKGCLELIK 40.46 3887.933212 6.854798822 C1TC_HUMAN[123-157] 
TPKQFVADVKNLYPSSSPY NLYPSSSPYTRNWDK 44.1 1826.858734 4.20941141 SUGT1_HUMAN[275-289] 
TPLQGGSNSAAAIGQSSGE AAIGQSSGELRTGGARPPPPLGA 30.74 2159.144699 -5.418349222 B4GT1_HUMAN[68-90] 
TPPPPPPPKKETKPEPMEE ETKPEPMEEDLPENKK 34.1 1928.903671 -0.014516018 STIP1_HUMAN[208-223] 
TPQEMKQIIKIRAQTEGIN IRAQTEGINISEEALNHLGEIGTK 93.23 2592.350693 4.910601036 RUVB1_HUMAN[377-400] 
TPRYYDILKKRLQLPVWEY RLQLPVWEYK 43.99 1330.739731 4.396802668 DHX15_HUMAN[134-143] 
TPYRVIFLSKGKDAMQSFM KGTVYLTPYRVIFLSK 38.1 1884.087296 4.445653881 WBP2_HUMAN[47-62] 
TQDFSTQVAKLGHGLLSGE LGHGLLSGEYSKPVPESGDGERVPEQK 31.79 2864.430435 -0.109969506 UBP5_HUMAN[380-406] 
TQEEYGEFYKSLTNDWEDH TKPIWTRNPDDITQEEYGEFYK 57.24 2729.297287 3.658817252 HS90B_HUMAN[285-306] 
TQHSYSEEEKVAFVNWINK REGITAIGGTSTISSEGTQHSYSEEEK 47.01 2853.326416 2.034117081 PLSI_HUMAN[99-125] 
TQHSYSEEEKYAFVNWINK KEGICALGGTSELSSEGTQHSYSEEEK 45.83 2912.298141 4.240980628 PLST_HUMAN[97-123] 
TQIETLFKSKDYEFMWNPH DYEFMWNPHLGYILTCPSNLGTGLRAGVHIK 83.72 3558.754044 6.004629636 KCRB_HUMAN[268-298] 
TQIRLNPVYKAVVSSDKSG LHTSPLTQIRLNPVYK 35.79 1879.067947 4.494249404 PPWD1_HUMAN[221-236] 
TQLANRTPGKEAVAMESYA DSRTVYGGGCSEMLMAHAVTQLANRTPGK 75.33 3106.474655 0.123934699 TCPB_HUMAN[403-431] 
TQPLSKPAQKSEEANEPKA SEEANEPKAEKPDATADAEPDANQK 46.41 2654.19429 -0.274659622 MINT_HUMAN[1766-1790] 
TQQEKETIAKCIADLKLLA HVVQSISTQQEKETIAK 76.77 1925.02179 0.67635598 AT5F1_HUMAN[222-238] 
TQQVTTLQLPPSRVSPFKD NVRDTQQVTTLQLP 30.73 1611.858047 1.671983463 ZN496_HUMAN[203-216] 
TQRLTRAVGKSLAMEMVLT AQFAQPEILIGTIPGAGGTQRLTRAVGK 49.66 2849.587555 3.230642969 ECHM_HUMAN[158-185] 
TQSNFAVGYKTDEFQLHTN SRVTQSNFAVGYK 47.55 1455.747025 0.767303646 VDAC1_HUMAN[162-174] 
TQYPDVNHAKVKLQGKEVG NVIIWGNHSSTQYPDVNHAK 111.88 2279.108322 2.325470865 MDHC_HUMAN[180-199] 
TRCLHSLTDKVPPSPELVK GAETLVTRCLHSLTDK 48.64 1799.919983 6.394173135 SYMPK_HUMAN[851-866] 
TRDLLNCSFKCSYVVTNGL LTRDLLNCSFK 52.24 1365.707458 3.240811181 NAMPT_HUMAN[390-400] 
TRELAQQIQKVVMALGDYM VVMALGDYMGASCHACIGGTNVRAEVQK 78.29 2993.397995 5.477387246 IF4A1_HUMAN[119-146] 
TRGILTPRIKVGRDYVQKA VSHLLGINVTDFTRGILTPRIK 40.83 2449.416916 3.105637081 MYH9_HUMAN[374-395] 
TRIPHLAGKKAVAEEDNGS AVAEEDNGSIGEETDSSPGRKK 75.09 2275.056381 -1.810504581 STIM1_HUMAN[652-673] 
TRKSRLELQKDVRKAEEEL DVRKAEEELGELEAK 80.4 1714.873688 3.309864767 SMC3_HUMAN[681-695] 
TRLQDRLLRKLGQHAHPFF LGQHAHPFFFTIPQNLPCSVTLQPGPEDTGK 51.61 3432.692535 9.420301897 ARRB2_HUMAN[109-139] 
TRNEFNLESKSTIGVEFAT SNLLSRFTRNEFNLESK 32.17 2054.054459 2.109486426 RB11A_HUMAN[25-41] 
TRQMKRMAQKTQKPPQKPA TQKPPQKPAPAVVSVTPAVK 45.42 2042.188812 1.787787681 INT12_HUMAN[223-242] 
TRSAVDEDRKMYLQAAIVR DTPQEMEQTRSAVDEDRK 37.62 2133.959656 0.925978143 CUL2_HUMAN[660-677] 
TRSQVKASEKILQVRAASA ILQVRAASAPAKGTPGK 54.42 1663.973312 -1.333555042 TCOF_HUMAN[297-313] 
TRVWHRRDGKWLNVHYHCS WLNVHYHCSGAPAAPLQ 43.91 1919.91008 4.350203735 KCC2G_HUMAN[542-558] 
TSAGPNSFNKGKHGFSDNQ NIGRDTPTSAGPNSFNK 68.34 1774.859818 2.003538513 PCNP_HUMAN[134-150] 
TSCKNGGCSKTYQGLESLE TYQGLESLEEVCVYHSGVPIFHEGMK 65.93 3008.404831 5.186137131 CHRD1_HUMAN[165-190] 
TSDKGRFYAFGRVFSGLVS GRVFSGLVSTGLK 58.02 1319.756149 5.30628329 EF2_HUMAN[414-426] 
TSDLHFQVSKDRYGGQPLF DRYGGQPLFSEK 46.39 1395.678268 1.786944783 HNRL2_HUMAN[262-273] 
TSDQQRQLYKRNFDTGLQE RNFDTGLQEYK 33.17 1369.662613 3.26284733 OCLN_HUMAN[434-444] 
TSEEEARLKKSADTLWGIQ VTLTSEEEARLKK 51.49 1502.830383 1.649554087 LDHA_HUMAN[306-318] 
TSEQLDDILKYHTEIVFAR YHTEIVFARTSPQQK 60.55 1803.926773 -0.564878805 AT1A1_HUMAN[684-698] 
TSFLDDAFRKNLESALRFG ITRTSFLDDAFRK 43.71 1568.831085 0.501009961 DYHC1_HUMAN[3609-3621] 
TSHVTPSVKKRSSTLSQLP YNAPTSHVTPSVKK 38.89 1527.804535 -0.729150866 JIP4_HUMAN[578-591] 
TSILNNPIVKARYERFVKG EQIKRESVLTATSILNNPIVK 61.28 2352.337616 3.577717732 ZN326_HUMAN[439-459] 
TSQIVGRFIKPLSNAYHEL PLSNAYHELAQVYSTNNPSELRNLVNK 55.48 3070.54715 9.497004467 CSN3_HUMAN[255-281] 
TSRDPSSRLKMFAKELKLV VMITTSRDPSSRLK 31.53 1605.85083 -1.58607509 IMP4_HUMAN[85-98] 
TSRDVGMADKSVASGGWQE SVASGGWQEPENPHTQRMNK 62.74 2252.039246 0.633203885 DCTN4_HUMAN[127-146] 
TSRIWSLEGKSIMTIVGHT TSRIWSLEGK 42.19 1175.629852 3.469629487 WDR12_HUMAN[122-131] 
TSSGNVSNRKDETNARDTY EPAITSQNSPEAREESTSSGNVSNRK 64.29 2774.306656 -1.493706541 TCEA1_HUMAN[92-117] 
TSSPACKQEKDDKEEKKDA RGPEVTSQGVQTSSPACKQEK 73.31 2273.10701 -3.813722786 ATX2_HUMAN[875-895] 
TSTMIGAGSKDAGTLNHGS DAGTLNHGSKPLPPNPEEK 55.1 1999.996292 -0.974501807 PAK1_HUMAN[30-48] 
TSVTQAQREKAELSRKVEE AAKLEILQQQLQVANEARDSAQTSVTQAQREK 39.46 3551.865524 1.20950525 NUMA1_HUMAN[614-645] 
TTAESQTTGKQSLIPRTPK GIQAHPESSTGSDARTTAESQTTGK 73.49 2516.173904 -1.356424528 TDIF2_HUMAN[30-54] 
TTCLFPVEEKAVEYYFASD KGSCNLSRVDSTTCLFPVEEK 39.81 2426.156998 0.429897983 GFPT1_HUMAN[251-271] 
TTGQVVAMKKIRLESEEEG IRLESEEEGVPSTAIREISLLK 35.35 2468.348557 4.191466384 CDC2_HUMAN[35-56] 
TTIPSTELAKQVIEYARQL RGWVLGPNNYYSFASQQQKPEDTTIPSTELAK 40.57 3624.784851 3.437721275 PSMD8_HUMAN[213-244] 
TTKNEEENEKEKELQLEYL NSLESSGVRTTKNEEENEK 44.35 2150.008682 -1.902783014 ECM29_HUMAN[1665-1683] 
TTLRVEDLVKQYFQTAEKN LITKPSEGTTLRVEDLVK 46.64 1998.136093 4.69988007 MRE11_HUMAN[417-434] 
TTNCLAPLAKVIHDNFGIV VIHDNFGIVEGLMTTVHAITATQK 94.54 2594.352676 4.878288182 G3P_HUMAN[163-186] 
TTNFEGFLAKRFSGCTLTD RFSGCTLTDGTLK 43.57 1454.718781 3.650877454 VPS53_HUMAN[361-373] 
TTNLTEEEEKSKSLAKLKN KLLEDRIAEFTTNLTEEEEK 72.58 2407.211792 6.481357416 MYH9_HUMAN[995-1014] 
TTPCEEVSMKHVGNQQYNV HVGNQQYNVTYVVK 51.08 1647.836914 2.347926525 FLNB_HUMAN[2563-2576] 
TTPLIEYYRKRGIHSAIDA RGIHSAIDASQTPDVVFASILAAFSK 127.51 2700.423508 5.074389243 KAD2_HUMAN[204-229] 
TTRRSQSPINCIRPSVLGP CIRPSVLGPLK 39.84 1238.716904 3.226725967 F122A_HUMAN[193-203] 
TTSAIQNRFKYARVTPDTD FICTTSAIQNRFK 75.22 1584.808243 2.517023758 ACLY_HUMAN[18-30] 
TTTERPFIQKLFRPVAADG LFRPVAADGQLHTLGDLLK 48.13 2063.152756 4.389398688 ATG5_HUMAN[202-220] 
TTTGVHNLYKMMANGILKV YPQLLPGIRGISEETTTGVHNLYK 59.73 2685.412598 3.215893158 SAHH_HUMAN[143-166] 
TTVPRRLGPKRASRIRKLF DIPGLTDTTVPRRLGPK 44.69 1835.026505 3.12638536 RS6_HUMAN[120-136] 
TTVRTTEINFKVGEEFEEQ KVGEEFEEQTVDGRPCK 56.82 2006.936752 1.748435767 RABP2_HUMAN[67-83] 
TTVTEEILEKSFSEFGKLE SFSEFGKLERVK 41.21 1425.761597 -0.325440102 HNRPR_HUMAN[360-371] 
TTYSCVGVFKNGRVEIIAN NGRVEIIANDQGNRITPSYVAFTPEGERLIGDAAK 37.51 3770.93396 5.715294998 GRP78_HUMAN[47-81] 
TVANSPQTLLAGMNKFLSQ AGMNKFLSQLEI 33.73 1349.701294 -5.986509783 ABCE1_HUMAN[553-564] 
TVARVEPNIKWFGNTRVIK IIKPLQYQSTVASGTVARVEPNIK 57.2 2611.469711 2.749409641 NOG2_HUMAN[56-79] 
TVEEKIIIDKEYYYTKEEQ EYYYTKEEQFK 62.53 1526.692886 1.968961818 CSN6_HUMAN[103-113] 
TVEIEERGVKLRLTVVDTP LRLTVVDTPGYGDAINCRDCFK 72.03 2569.241745 1.224875007 SEPT2_HUMAN[95-116] 
TVEVDLFTSKGLFRAAVPS GLFRAAVPSGASTGIYEALELRDNDK 79.19 2749.403473 3.592779342 ENOA_HUMAN[29-54] 
TVFREAIICKNIPRLVSGW SPNGTIRNILGGTVFREAIICK 32.51 2415.305634 3.427309523 IDHC_HUMAN[94-115] 
TVFSNFPVIKNKNISHVHT EAVRLVHLPSCTVFSNFPVIK 56.02 2412.298782 5.011816981 UTP18_HUMAN[497-517] 
TVGECRPLSKTVRFNVLKV NMSVHLSPCFRDVQIGDIVTVGECRPLSK 61.3 3313.636993 5.669902901 RS11_HUMAN[108-136] 
TVHAITATQKTVDGPSGKL VIHDNFGIVEGLMTTVHAITATQK 94.54 2594.352676 4.878288182 G3P_HUMAN[163-186] 
TVHQVTEAFKLITSDKKVL LHGGTPANFLDVGGGATVHQVTEAFK 32.66 2622.319092 5.731567926 SUCB1_HUMAN[337-362] 
TVISHNPETKKTRVKLPSG LARASGNYATVISHNPETK 60.92 2028.038818 0.070511471 RL8_HUMAN[126-144] 
TVKERKKQLKKEGKPTIVE KEGKPTIVEEDDPELFK 75.13 1972.999313 2.00658965 DNJC8_HUMAN[143-159] 
TVKIKCDKEKNLLHVTDTG NLLHVTDTGVGMTREELVK 54.99 2111.104492 5.826334057 ENPL_HUMAN[143-161] 
TVLFLVICSFIVLENLMVL IVLENLMVLIAIWKN 32.29 1768.032059 4.491999995 S1PR3_HUMAN[53-67] 
TVMLGTAAVKAQIWDTAGL TRTVMLGTAAVK 30.27 1246.706741 8.25454749 RAB25_HUMAN[51-62] 
TVNIRTRDNKVHGERTISE ISGTVNIRTRDNK 30.95 1472.805923 0.088266891 SYTC_HUMAN[682-694] 
TVPLSRTHGKSFAHRSELK SNIPFITVPLSRTHGK 38.71 1765.983902 3.690860371 P5CS_HUMAN[44-59] 
TVQQIEHLNKTYNTDVPLV SLIGVRNENTFLDLTVQQIEHLNK 74.58 2780.482071 6.344223609 UGPA_HUMAN[128-151] 
TVRTSEVLRKKLGELTGTV TIESETVRTSEVLRK 37.73 1746.947556 1.348065654 TIM44_HUMAN[106-120] 
TVSGMKGETLGNIPLLAIG PRTGLVVALVSVFLVFGFMFTVSGMKGETL 34.28 3201.733475 -5.289322216 TM215_HUMAN[8-37] 
TVSHSGFLYKTASAGKLLQ HYSVVLPTVSHSGFLYK 78.69 1933.009796 1.699939652 CEND2_HUMAN[496-512] 
TVSKIRGQVKNPGYPQSEG NPGYPQSEGLLGECMIRHGK 69.19 2242.062286 0.355922315 SH3G1_HUMAN[83-102] 
TVSLGGFEITPPVVLRLKC PPVVLRLK 31.25 920.617111 8.204279401 NPM_HUMAN[96-103] 
TWEDPGHNDKHTGCCGDND HTGCCGDNDPIDVCEIGSK 81.32 2132.856171 4.638381216 IPYR_HUMAN[110-128] 
TWEKLLLAARAIVAIENPA AIVAIENPADVSVISSRNTGQRAVLK 44.19 2707.498047 4.966208568 RSSA_HUMAN[64-89] 
TWGIYDKDSVLRKALHDSL LRKALHDSLHDC 33.99 1463.730316 7.457657931 ZRAN1_HUMAN[462-473] 
TYACSYTPVKAIKHTIAVV NRMDGTYACSYTPVK 93.01 1761.781433 2.026925663 FLNB_HUMAN[698-712] 
TYHALSNLPKARAALTSAR ARAALTSARTTANAIYCPPK 35.72 2132.116013 1.331541052 PSD11_HUMAN[186-205] 
TYLEHNPYEKFSKEELKKA TVGFGTNNSEHITYLEHNPYEK 58.69 2549.182266 3.497592196 CDC5L_HUMAN[602-623] 
TYQLIWQQMKSENERLQEE SENERLQEELNK 45.07 1487.721542 2.614736623 ORC3_HUMAN[56-67] 
TYSQAKDLAKGSIVLKYEP GSIVLKYEPDSANPDALQCPIVLCGWRGK 77.21 3242.621628 7.408820009 NSUN2_HUMAN[655-683] 
TYTAEVSVPKELVALMSAI ELVALMSAIRDGETPDPEDPSRK 62.67 2525.243134 4.224147709 LKHA4_HUMAN[166-188] 
VAAGGHITFKQNMGPSGQT QNMGPSGQTHPPPQTLPRSK 66.77 2173.069839 -1.347402623 RBM12_HUMAN[393-412] 
VAASEKSTGKIFIYDGRGD IFIYDGRGDNQPLHIFDK 48.09 2147.079987 4.114890947 PPWD1_HUMAN[203-220] 
VAAVSITGRKRSRVAPAEP RSRVAPAEPQEAPDSTAAGGSASK 63.62 2339.14653 -1.418466076 DHAK_HUMAN[349-372] 
VADISGDTQKAKQFLPFLQ EVPIHRVADISGDTQK 77.5 1763.916611 0.891765512 SND1_HUMAN[498-513] 
VADLIESMLKNLSRIHPVS NLSRIHPVSTMVK 54.04 1480.818405 0.856958555 LDHB_HUMAN[267-279] 
VADLSEQSLKDGEERGEED HSSGIVADLSEQSLK 62.38 1569.799835 3.229074107 PP1R7_HUMAN[35-49] 
VADYQQTIKKYRQLTAHLQ RVEAAQETVADYQQTIKK 64.36 2077.080353 0.052477508 DCTN1_HUMAN[502-519] 
VAEKPLKEPKTVNVVQFEP VPLVAEKPLKEPK 30.97 1446.880966 -1.136928357 SYG_HUMAN[478-490] 
VAELKAVLKDTLEKKGVLG ATVAELKAVLKD 32.27 1256.733978 -9.529463044 CP063_HUMAN[2-13] 
VAELRAQLAKAEDGHAVAK RGLESDVAELRAQLAK 40.58 1754.963852 3.66902144 LMNB2_HUMAN[151-166] 
VAERVELLLKSESQCRVVV SESQCRVVVLMGSTSDLGHCEK 67.02 2478.130142 1.925241907 PUR6_HUMAN[262-283] 
VAETAQTIKKSVEEGKIDG KITESVAETAQTIKK 113.2 1645.925018 1.782584242 SYAP1_HUMAN[71-85] 
VAGGFVYTYKLVNNGEKLE LVNNGEKLEFLHK 49.74 1539.840897 1.912535253 SF3B3_HUMAN[930-942] 
VAGIANESKKLYGAQFHPE VVARSGNIVAGIANESKK 82.86 1812.021713 1.743356593 GUAA_HUMAN[166-183] 
VAGKPNEVTKAAESPDQKD ESKEEETSIDVAGKPNEVTK 54.45 2189.069901 0.781153676 MOT1_HUMAN[460-479] 
VAGTPMFVVKAYLPVNESF RGHVFEESQVAGTPMFVVK 70.78 2117.072815 5.436279715 EF2_HUMAN[767-785] 
VAIRTAKGEKFVMQEEFSR TFSHELSDFGLESTAGEIPVVAIRTAKGEK 90.63 3188.635345 4.608868187 PDIA3_HUMAN[306-335] 
VAIVRYAYDKRANPQVGVA RANPQVGVAFPHIK 71.87 1532.857574 -3.210996301 KU86_HUMAN[400-413] 
VAKQVLLGRKVVVVRCEGI VVVVRCEGINISGNFYRNK 54.69 2223.158249 1.445691058 RL13A_HUMAN[33-51] 
VALKDKEPDTQDADEVKKA AKLQAQETVHEVALKDKEPDT 30.59 2349.217575 0.892637626 KIF5A_HUMAN[669-689] 
VALVLEEMWKFNQTYQLAH FNQTYQLAHGTAEEK 42.57 1735.816544 3.801092934 TTL12_HUMAN[173-187] 
VALWDLRNLKLKLHSFESH TVALWDLRNLK 41.15 1327.7612 3.307823726 RBBP4_HUMAN[297-307] 
VAPALNKPKKPLTSSSAAP PLTSSSAAPQRPISTQRTAAAPK 52.6 2335.260773 -1.781385637 MARE1_HUMAN[152-174] 
VAPRVRFLQKMQKQPTKEL LPIPEYALSLGLAVAPRVRFLQK 45.89 2550.504959 6.964895299 DDX10_HUMAN[493-515] 
VAPRYVALLKKEVIPVNVP KVIDPVAPRYVALLK 32.31 1681.029037 4.786948841 SYEP_HUMAN[498-512] 
VAQRDPIIAKQLFSSLFSG HSSLITPLQAVAQRDPIIAK 62.71 2157.226959 5.745802475 PRKDC_HUMAN[2787-2806] 
VARMPPFRRKTLVLIGAQG TLVLIGAQGVGRRSLK 34.36 1667.020615 -0.601672223 MPP2_HUMAN[376-391] 
VASIVFISFGVIAAFCCAI MLVASIVFISFG 31.44 1298.694458 -8.011122197 FA70A_HUMAN[88-99] 
VASNLEKKQKKFDQLLAEE KFDQLLAEEK 50.8 1219.644821 4.141369613 MYH10_HUMAN[1452-1461] 
VATGQPEMVKGEWIKPGAI TAHLDEEVNKGDILVVATGQPEMVK 64.79 2692.374176 5.231813663 C1TC_HUMAN[199-223] 
VATISANGDKEIGNIISDA KQSKPVTTPEEIAQVATISANGDK 69.66 2511.318024 1.234013363 CH60_HUMAN[157-180] 
VAVEPKHPSEMPQLVKGMK ATPIVRVAVEPKHPSE 42.94 1728.952255 -2.49573115 ETUD1_HUMAN[614-629] 
VAVLQAHQAKEAAQKAVNS KVDEAVAVLQAHQAK 83.7 1605.883835 -0.120183039 PABP1_HUMAN[606-620] 
VAWVRCGVAKETPDKVELS ETPDKVELSKEEVK 30.25 1629.8461 1.000707981 PWP1_HUMAN[20-33] 
VCAFNRGKLKVLATAFDTT VLATAFDTTLGGRKFDEVLVNHFCEEFGK 57.89 3299.628525 9.072839495 HSP74_HUMAN[222-250] 
VCDIPPRGLKMSATFIGNS TAVCDIPPRGLK 37.8 1325.712555 1.950649098 TBB2A_HUMAN[351-362] 
VCDNGTGFVKCGYAGSNFP CGYAGSNFPEHIFPALVGRPIIRSTTK 54.37 2987.543976 3.817851751 ARP2_HUMAN[20-46] 
VCDVEIRRNEIRKMLMKQQ IRKMLMKQ 39.62 1062.604156 -3.615645561 TRIM8_HUMAN[189-196] 
VCEHLNLLEKDYFGLTFCD VCEHLNLLEK 49.82 1253.643784 1.643209998 E41L1_HUMAN[126-135] 
VCIGLSEIMKSTSRDAVLY STSRDAVLYFSESLVPTARK 35.26 2226.164429 4.915180504 GCN1L_HUMAN[1993-2012] 
VCITHQEGEKISANENSLA ISANENSLAVRSTPAEDDSRDSQVK 64.62 2688.295044 3.436006781 LIMA1_HUMAN[325-349] 
VCLSILEEDKDWRPAITIK DWRPAITIK 41.24 1098.618561 3.932211009 UBC9_HUMAN[102-110] 
VCQGPHSSEMPPAGLRATG PPAGLRATGQGPLAQ 36.8 1432.778656 -7.806509368 RUSC2_HUMAN[631-645] 
VCTELLPLIKPQGRVVNVS PQGRVVNVSSIMSVRALK 54.18 1940.098938 1.770528262 CBR1_HUMAN[131-148] 
VDAETVGRVKRFIQENVFV RFIQENVFVAANHNGSPLSIK 51.42 2340.233841 3.966270309 PYR5_HUMAN[199-219] 
VDAVIAELKKQSKPVTTPE GANPVEIRRGVMLAVDAVIAELKK 56.27 2548.452271 5.583388852 CH60_HUMAN[134-157] 
VDAVVTQVNKVGLFTEIGP AIVFRPFKGEVVDAVVTQVNK 58.56 2315.300171 3.697144805 RPB7_HUMAN[74-94] 
VDDSRLEELKATLPSPDKL IHVSDQELQSANASVDDSRLEELK 91.59 2682.309631 2.986978053 UBA1_HUMAN[807-830] 
VDEFLLRLSKLTKEDEQQQ LTKEDEQQQALQDIASRCTANDLK 34.27 2774.350449 4.780578461 DNL3_HUMAN[300-323] 
VDFLIGSGLKTMSIVSYNH TMSIVSYNHLGNNDGENLSAPLQFRSK 56.56 2991.450836 7.015325055 INO1_HUMAN[326-352] 
VDFNSEEDAKAAKEAMEDG NSEEDAK 40.34 791.329697 0.132688057 NUCL_HUMAN[618-624] 
VDGLRAWIKKKGLDWVKEE KGLDWVKEEAPDILCLQETK 46.11 2371.20932 3.340489569 APEX1_HUMAN[79-98] 
VDHFGFNTVKTFNQRYLVA TFNQRYLVADK 30.1 1353.704086 1.630341537 PCP_HUMAN[67-77] 
VDILTYVAWKLSAFPKNRI LIIVSNPVDILTYVAWK 81.71 1943.113174 7.704131803 LDH6B_HUMAN[182-198] 
VDKALLGSVKDSIVQGFQW DSIVQGFQWGTREGPLCDELIRNVK 56.08 2916.455231 5.876997465 U5S1_HUMAN[764-788] 
VDKIREYKSKRQTSGGPVD RQTSGGPVDASSEYQQELERELFK 52.47 2753.325623 6.370114691 ATP5J_HUMAN[54-77] 
VDLEAATRKGILVMNTPNG LQVVGRAGTGVDNVDLEAATRKG 87.77 2325.240082 1.230410581 SERA_HUMAN[70-92] 
VDQRSTTFEKSLLMGKEFQ ILYARDVDQRSTTFEK 40.84 1940.995575 2.266362714 CSN1_HUMAN[403-418] 
VDRRLERLSEEVEQKIAGQ EVEQKIAGQVGRLQAELERK 30.86 2280.254944 -9.191954634 FBX41_HUMAN[225-244] 
VDSLDEALKALGHPAMLSK LGHPAMLSKVLGGSFADQK 31.38 1971.02478 -2.372877321 USP9X_HUMAN[1697-1715] 
VDSQILPKIKAIPQLQGYL AIPQLQGYLRSVFALTNGIYPHK 65.23 2585.411804 4.257735647 RL6_HUMAN[263-285] 
VDSVLDVVRKESESCDCLQ GHYTEGAELVDSVLDVVRK 105.19 2086.069489 6.175729077 TBB2A_HUMAN[104-122] 
VDTERIMTEKLHNQVNGTE LHNQVNGTEWSWK 56.81 1597.763733 2.541677418 XPO1_HUMAN[480-492] 
VDVARQRELKWLDMFSNWD YGFLGGSQYSGSLESSIPVDVARQRELK 34.07 3042.541046 3.823777502 TB10B_HUMAN[32-59] 
VDVMRRAGIKVTVAGLAGK GAEEMETVIPVDVMRRAGIK 36.92 2200.134384 5.654200075 PARK7_HUMAN[13-32] 
VDVQFVRMMKRFIPLAELK RFIPLAELK 45.19 1085.659683 2.432622341 THYN1_HUMAN[171-179] 
VDVRIGMTRKFGYVDFESA NDLAVVDVRIGMTRK 32.55 1701.919586 -0.043480315 NUCL_HUMAN[334-348] 
VDVSMNTHLKAVKMTLKNR NGTQVHGTITGVDVSMNTHLK 72.59 2208.095749 2.456868097 SMD1_HUMAN[21-41] 
VDWQENDFSKRILNVPQEL RILNVPQELYEK 44.22 1500.829987 3.376131903 ACACA_HUMAN[277-288] 
VEAKFINYVKNCFRMTDQE NCFRMTDQEAIQDLWQWRK 66.39 2524.173965 2.926501938 NPM_HUMAN[274-292] 
VECLNYQHYKGSDFDCELR GSDFDCELRLLIHQSLAGGIIGVK 69.41 2597.363556 4.976969809 HNRPK_HUMAN[140-163] 
VEEDDPELFKQAVYKQTMK KEGKPTIVEEDDPELFK 75.13 1972.999313 2.00658965 DNJC8_HUMAN[143-159] 
VEEITDLPIKLRLIDTLRM LRLIDTLRMVTEGK 30.82 1643.93924 3.51716162 PSD12_HUMAN[122-135] 
VEESEDVSNKVSMSSTVQG RISPVEESEDVSNK 69.02 1587.774002 1.347798866 SDC4_HUMAN[115-128] 
VEEWVASGNKRPHLSVILV LAQQIKQEVRQEVEEWVASGNK 72.16 2568.329575 4.320707166 MTDC_HUMAN[45-66] 
VEFILEPLYKILAQVVGDV ILAQVVGDVDTSLPRTLDELGIHLTKEELK 45.78 3301.813309 6.194475001 U5S1_HUMAN[380-409] 
VEFNFGQKEKPYFPIPEEY PYFPIPEEYTFIQNVPLEDRVRGPK 43 3003.549423 7.021692348 HNRPU_HUMAN[464-488] 
VEGLMTTVHAITATQKTVD KVIHDNFGIVEGLMTTVHA 43.58 2080.07756 5.010390093 G3P_HUMAN[162-180] 
VEGPSENVRKLSRADLTEY LSRADLTEYLSTHYK 42 1795.910431 1.55965462 QCR1_HUMAN[211-225] 
VEHAVAEGAKNVLRLLSAA NVLRLLSAAK 44.68 1083.676392 3.471516061 PKN1_HUMAN[234-243] 
VEKDQDGGRKLTPQGQRDL LTPQGQRDLDRIAGQVAAANK 42.01 2221.192703 0.74194373 RS19_HUMAN[123-143] 
VEKGIIDPTKVVRTALLDA VVRTALLDAAGVASLLTTAEVVVTEIPKEEK 101.05 3221.812241 8.650721369 CH60_HUMAN[524-554] 
VEKSRMGVVPPGTQVEQLL RTVFVSERELDWAKVMVEKSRMGVVP 33.34 3079.594696 -4.209644866 SFXN2_HUMAN[34-59] 
VELAAALSDKRGLESDVAE DLESLFHRSEVELAAALSDK 67.1 2229.127686 6.830474582 LMNB2_HUMAN[131-150] 
VELCSFSGYKIYPGHGRRY MKVELCSFSGYK 70.61 1447.683945 3.783284341 RL24_HUMAN[1-12] 
VELGEKASGKLRLLEIVSY LRLLEIVSYK 39.69 1232.749222 4.471306817 UBP7_HUMAN[939-948] 
VELKDIIRQKDVQLQQKDE DVQLQQKDEALQEERK 54.01 1955.991196 -0.574133464 GOGB1_HUMAN[72-87] 
VELRYDDEVKRVVAEPVEL RVVAEPVELAQEFRK 50.32 1769.97879 2.650879223 NDUS3_HUMAN[218-232] 
VELSQLRVAKVTGGAASKL VELSQLRVAK 56.26 1141.681885 2.223911961 RL35_HUMAN[26-35] 
VELYGETKAKVLLSALERL VLLSALERLK 36.51 1140.723007 5.009103845 C1TC_HUMAN[355-364] 
VENFIQKQEKRIFTNFHRQ WWGLQSKVENFIQKQEK 35.28 2147.116348 3.215941235 PIPNB_HUMAN[202-218] 
VENIWALLLKHCECAEEGT HCECAEEGTRNVVAECLGK 75.84 2217.956512 2.146119626 CAND1_HUMAN[939-957] 
VENKTSPHSKFQERQFWSG FQERQFWSGLK 33.84 1424.720078 5.78710171 GCF_HUMAN[642-652] 
VENLGVSYVKGTEQYQSKL GTEQYQSKLESELRK 47.12 1794.911148 1.295328742 PRI2_HUMAN[66-80] 
VENLLLEAEKRCSLLDCDL RCSLLDCDLK 32.06 1278.606033 3.448286561 ROCK2_HUMAN[760-769] 
VEQKAGIKFKRIGVPSATE RIGVPSATEIIK 67.08 1282.760864 1.980104064 DDX21_HUMAN[562-573] 
VEQLKLIMSKRYDGSQQAL RYDGSQQALDLK 60.41 1392.699722 1.895598856 NXF1_HUMAN[219-230] 
VEQSKDQMEKEMLEKIGRL AIQDHLLEVEQSKDQMEK 47.59 2140.046997 0.493447107 TPR_HUMAN[323-340] 
VESGEEELASKLDHYKAKA KLDHYKAKATRHIFL 39.79 1840.047134 9.716055458 PGAM5_HUMAN[88-102] 
VESIAMKNPKERTALFEEI ERTALFEEISRSGELAQEYDK 44.38 2470.19754 1.231480459 SMC1A_HUMAN[150-170] 
VETALRAYVKEHYPNGVCT EHYPNGVCTVYGK 60.8 1522.687469 4.408652555 CAZA2_HUMAN[134-146] 
VETKRWQSTKREIQEIFSS REIQEIFSSPACLTGSFLRK 55.04 2338.210327 3.662630304 HERC5_HUMAN[413-432] 
VETTAQSDNKITWSIIREH ITWSIIREHMGDILYK 59.5 1974.039673 1.778586342 VATA_HUMAN[565-580] 
VEVKDVKLVMSQANVSRAK SQANVSRAK 33.83 959.514816 0.371020847 NACA2_HUMAN[186-194] 
VEVLQKEGLKVTDAIVLLD VTDAIVLLDREQGGKDK 35.64 1856.000336 0.913792938 PYR5_HUMAN[146-162] 
VEVPRWSNAKMEIATKDPL DVFHMVVEVPRWSNAK 35.14 1912.961792 3.878801987 IPYR_HUMAN[42-57] 
VFARTSPQQKLIIVEGCQR YHTEIVFARTSPQQK 60.55 1803.926773 -0.564878805 AT1A1_HUMAN[684-698] 
VFGGLVNYFKSKPVETPPE SKPVETPPEQNGTLTSQPNNRLK 59.47 2534.308853 3.053692525 SNP29_HUMAN[125-147] 
VFGNEIKLEKPKGKDSKKE VFGNEIKLEK 56.33 1175.654999 3.015340387 NUCL_HUMAN[371-380] 
VFHSNTLERKTPIQILGQE TDGPVFHSNTLERK 50.73 1599.800522 1.125765353 AMOT_HUMAN[1052-1065] 
VFHTNRGPIKFNVWDTAGQ YVATLGVEVHPLVFHTNRGPIK 65.6 2446.348511 3.083370978 RAN_HUMAN[39-60] 
VFHVPLEERKYKDMNQFGE ASVITQVFHVPLEERK 65.79 1852.020676 2.719192105 VIGLN_HUMAN[73-88] 
VFKAVSDICKTFNIRHPEE TFNIRHPEELSLLK 38.72 1695.930771 2.872169126 FERM2_HUMAN[129-142] 
VFPKAYELEKRTSPQVLGS RTSPQVLGSILK 46.85 1297.771774 3.051383979 NUFP2_HUMAN[570-581] 
VFSDTTTPIKLLAVAATAP LLAVAATAPPDAPNREEVFDERAANFENHSGK 41.46 3435.680695 3.052379115 VINC_HUMAN[608-639] 
VGAGAPVYLAAVLEYLTAE AVLEYLTAEILELAGNAARDNKK 85.16 2501.348877 4.624304953 H2A1B_HUMAN[54-76] 
VGAIQRWLKGQGVYLGMPG VGAIQRWLKG 40.3 1126.661102 5.512749121 ERP29_HUMAN[138-147] 
VGDIPGVRFKVVKVANVSL GHAVGDIPGVRFK 45.84 1351.736084 1.788810722 RS23_HUMAN[109-121] 
VGDLGNVTADKDGVADVSI KDGVADVSIEDSVISLSGDHCIIGR 73.1 2641.301758 6.339676998 SODC_HUMAN[92-116] 
VGDMVMATVKKGKPELRKK GRLNRLPAAGVGDMVMATVK 33.03 2055.108124 3.945291202 RL23_HUMAN[47-66] 
VGDQPGPNDKKSELLPAGW KSELLPAGWNNNK 41.89 1469.762634 3.924443217 PSMF1_HUMAN[50-62] 
VGDVDAKAQKLLVGVDEKL LLVGVDEKLNPEDIKK 76.35 1809.024734 2.304003877 ACLY_HUMAN[152-167] 
VGEDFRWYLKMKCGNCGEI ATLENITNLRPVGEDFRWYLK 72.69 2534.328125 3.838098115 CA123_HUMAN[10-30] 
VGEEENEARGKLHIFNAKK CGFCHVGEEENEARG 60.32 1749.683517 0.797287044 PHF6_HUMAN[212-226] 
VGEFEAGISKNGQTREHAL NGQTREHALLAYTLGVK 66.11 1870.006073 1.701063994 EF1A1_HUMAN[130-146] 
VGEVDDGARKLVQTTYECL LVQTTYECLMQAIDAVKPGVRYRELGNIIQK 64.76 3605.906158 6.462453258 AMPM1_HUMAN[248-278] 
VGGCKEQIEKLREVVETPL LREVVETPLLHPERFVNLGIEPPK 33.59 2781.554108 4.186149019 PRS7_HUMAN[187-210] 
VGGDLQVLEKIRWNDGLDQ IRWNDGLDQYRLTPLELK 37.83 2229.190567 3.699100526 PAPS2_HUMAN[377-394] 
VGIFENQERKHRTYVYVLI GTLGRLVGIFENQERK 39.28 1815.995514 3.016527275 NUDT3_HUMAN[75-90] 
VGMTREELVKNLGTIAKSG NLLHVTDTGVGMTREELVK 54.99 2111.104492 5.826334057 ENPL_HUMAN[143-161] 
VGPQEYTLLKLKVLEPYPS DGQPCMDHDRQTGEGVGPQEYTLLK 30.98 2830.26506 3.484479295 SYLC_HUMAN[244-268] 
VGRTLAGHSKWITGLSWEP WITGLSWEPLHANPECRYVASSSK 61.63 2787.343857 6.692392814 NLE1_HUMAN[201-224] 
VGRVETGVLKPGMVVTFAP KIGGIGTVPVGRVETGVLK 34.09 1879.125504 1.850328779 EF1A1_HUMAN[255-273] 
VGRVHRLLRKGHYAERVGA GHYAERVGAGAPVYLA 51.55 1629.826324 3.71205196 H2AX_HUMAN[38-53] 
VGRVHRLLRKGNYAERVGA GNYAERVGAGAPVYMAAVLEYLTAEILELAGNAARDNKK 59.32 4124.099991 8.241555751 H2A2A_HUMAN[38-76] 
VGSICDLNLKIPEINSSDM ESITRTSRAPSVATVGSICDLNLK 53.02 2574.343536 4.096189903 FLNB_HUMAN[2097-2120] 
VGTYRCLPGKKGGYTSGTF KGGYTSGTFRTVLIACNVK 45.29 2071.088455 -0.233693544 MCM3_HUMAN[248-266] 
VGVKRLIAEKRSLFSEEAA RSLFSEEAANEEK 67.35 1508.710648 1.064485097 SRA1_HUMAN[206-218] 
VGVLLGSWQKKVLDVSNSF RVVGVLLGSWQK 71.47 1340.792862 2.968392891 PSD7_HUMAN[34-45] 
VGVTITDPFKHFVGMLPEK HFVGMLPEK 31.24 1056.542633 0.52151232 DEST_HUMAN[70-78] 
VGYVDSIQRKLGLCEFPDN MSAVDGQRQVGVGYVDSIQRK 64.42 2292.164474 1.399550528 MSH2_HUMAN[152-172] 
VHDDGTPTSKTFEHVTSEI TFEHVTSEIGAEEAEEVGVEHLLRDIK 52.09 3036.503983 4.363570762 PSD7_HUMAN[154-180] 
VHDGFEGLAKGQVQEVGWH GQVQEVGWHDVAGWLGRGGSMLGTK 56.12 2624.291824 4.838638708 K6PL_HUMAN[445-469] 
VHHEPQLSDKVHNDAQSFD VHNDAQSFDYDHDAFLGAEEAK 67.48 2478.072388 0.771970992 CALU_HUMAN[38-59] 
VHIMDFQRGKNLRYQLLQL NLRYQLLQLVEPFGVISNHLILNK 61.86 2820.601379 4.897182602 MATR3_HUMAN[410-433] 
VHKFKELQIKHAVTEAEIQ HAVTEAEIQQLK 81.52 1365.725204 2.407512134 NEB2_HUMAN[676-687] 
VHLTAFLGYKAGMTHIVRE DDPSKPVHLTAFLGYK 63.55 1786.925385 3.278816256 RL3_HUMAN[35-50] 
VHNYSEAEIKVREATSNDP NIVHNYSEAEIK 61.85 1415.704453 0.938755259 EPN1_HUMAN[12-23] 
VHPDTGISSKAMGIMNSFV AMGIMNSFVNDIFERIAGEASRLAHYNK 77.96 3169.543671 6.830951786 H2B1B_HUMAN[59-86] 
VHPDTGISSKAMSIMNSFV QVHPDTGISSK 68.93 1167.588409 0.592674606 H2B1A_HUMAN[49-59] 
VHQLLTRYLKQFHLTPVMS DIPVVHQLLTRYLK 42.25 1693.987915 5.169458367 NMT1_HUMAN[345-358] 
VHSDLKPANFLIVDGMLKL LIVDGMLKLIDFGI 33 1561.878952 -8.976367843 TTK_HUMAN[654-667] 
VHTVDSTADKYHVVSGADD YHVVSGADDYTVK 52.89 1452.688522 1.968763404 UTP15_HUMAN[135-147] 
VICILSHPIKNTNDANSCQ VGQVIRVICILSHPIK 63.84 1831.086594 4.449816861 GDIB_HUMAN[294-309] 
VIEASINHEKGYVQSKEMI AIRDGVIEASINHEK 70.07 1650.868896 1.31203635 PSMD3_HUMAN[441-455] 
VIEYFKEKLKENNAPKWVP ENNAPKWVPSLNEVPLHYLKPNSFVK 42.46 3019.591934 7.076121697 CJ119_HUMAN[42-67] 
VIFPVSYNDKFYKDVLEVG RLNQVIFPVSYNDK 75.94 1691.89949 4.198830984 NAT13_HUMAN[21-34] 
VIFQPVAELKKQTDFEHRI RNVIFQPVAELK 52.73 1412.813965 4.73452285 K6PP_HUMAN[725-736] 
VIGDYLARFKNDRVKALKA RAEEIWQQSVIGDYLARFK 68.87 2308.196381 4.280398358 UBF1_HUMAN[487-505] 
VIHNLPVLAKMAAVSKACG QQRNEVSFVIHNLPVLAK 65.6 2091.15889 1.751182092 SPS1_HUMAN[281-298] 
VILRVDNIIKAAPRKRVPD RQVLLSAAEAAEVILRVDNIIK 79.22 2420.411438 5.228449924 TCPB_HUMAN[501-522] 
VINLNRSNPKLKDLYIRPN EGIVKQDSLVINLNRSNPK 63.74 2123.16983 6.529859178 SP16H_HUMAN[643-661] 
VIPDREYLRKKNEELEQLY KNEELEQLYQDQEVPKPK 96.91 2214.116776 3.426196885 PNPO_HUMAN[187-204] 
VIPNCQFRSKTARLKTFTA IGYSHENVSVIPNCQFRSK 32.83 2234.090225 1.331638251 ARP6_HUMAN[15-33] 
VIQLQGDQRKNICQFLLEV FACNGTVIEHPEYGEVIQLQGDQRK 62.23 2887.392288 1.206278764 EIF1B_HUMAN[67-91] 
VIRGSQAELKCPVCLLEFE TVVENLPRTVIRGSQAELK 42.92 2109.190582 0.602600832 RN181_HUMAN[57-75] 
VISGYRLACKEAVRYINEN IHPTSVISGYRLACK 78.07 1700.903198 1.349871058 TCPA_HUMAN[112-126] 
VISNHLILNKINEAFIEMA NLRYQLLQLVEPFGVISNHLILNK 61.86 2820.601379 4.897182602 MATR3_HUMAN[410-433] 
VISRLADFAKERASLPTLG ERASLPTLGFTHFQPAQLTTVGK 54.83 2498.328171 6.3726616 PUR8_HUMAN[148-170] 
VIVKKGEKDIPGLTDTTVP PGLTDTTVPRRLGPK 39.19 1606.915497 3.033762515 RS6_HUMAN[122-136] 
VKEQTKGKVKLAAVDATVN LAAVDATVNQVLASRYGIRGFPTIK 43.6 2659.480957 6.251219794 PDIA6_HUMAN[217-241] 
VKEVVQNFAKEFVISDRKE EFVISDRKELEEDFIK 45.44 1996.015289 2.848174576 COTL1_HUMAN[111-126] 
VKGLLSRLLKVPVSDLLLS GLLSRLLK 31.75 898.596359 3.453163335 TBCE_HUMAN[476-483] 
VKGRKTEKEKFAGGDYTTT FAGGDYTTTIEAFISASGRAIQGGTSHHLGQNFSK 84.24 3625.75499 5.262628074 SYEP_HUMAN[1216-1250] 
VKGVFDHRMKCWQKWEDAQ CWQKWEDAQITLLK 78.69 1817.913422 4.902323671 SNX2_HUMAN[413-426] 
VKHFLNITDPRTVFVSERE RTVFVSERELDWAKVMVEKSRMGVVP 33.34 3079.594696 -4.209644866 SFXN2_HUMAN[34-59] 
VKHNPQKVGKDHTLEDEDV DHTLEDEDVIQIVKK 101.04 1780.920685 1.543583621 DRG1_HUMAN[353-367] 
VKIFYVDTLKFFLSLYGHK FFLSLYGHK 44.82 1110.586212 4.017697997 WDR3_HUMAN[583-591] 
VKILGKDLEKTLAGLPLLV TLAGLPLLVAYKEDEIPVLKDELIHELK 52.57 3158.784195 7.267353065 IF2P_HUMAN[941-968] 
VKISGEGRVKESITRTSRA ESITRTSRAPSVATVGSICDLNLK 53.02 2574.343536 4.096189903 FLNB_HUMAN[2097-2120] 
VKLRDFVLVKLCQDLPCFS LCQDLPCFSREK 48.07 1551.717377 3.225458498 HAT1_HUMAN[293-304] 
VKPEEKETTKNVQQTVSAK EAEPIPETVKPEEKETTK 36.95 2054.041885 -0.590542972 MED6_HUMAN[210-227] 
VKPEPKVDLKARKKRIYKR TLLPHDPTADVFVTPAEEKPIEIQWVKPEPKVDLK 43.73 3979.134644 2.469883751 BXDC2_HUMAN[296-330] 
VKPSILEAQKNYMAFLDSQ YNRLDIIETNVKPSILEAQK 54.28 2343.279755 7.282527818 ELP1_HUMAN[1099-1118] 
VKQASEGPLKGILGYTEHQ GILGYTEHQVVSSDFNSDTHSSTFDAGAGIALNDHFVK 50.41 4035.887543 5.22536859 G3P_HUMAN[272-309] 
VKRKGTDVPKWISIMTERS WISIMTERSVPHLQK 37.72 1823.971603 1.031266055 ANXA2_HUMAN[213-227] 
VKRVRDLYHKRLPDVRFLI RLPDVRFLIPVLNGLEK 35.01 1978.172745 5.094095056 SYMPK_HUMAN[884-900] 
VKSIVPMVHLSWNMARNIK SWNMARNIKVSDPKL 32.49 1773.919556 -0.126274046 UTX_HUMAN[1274-1288] 
VKTEISVESKHQTLQGLAF HQTLQGLAFPLQPEAQRALQQLK 39.4 2614.434326 4.232273073 TWF2_HUMAN[172-194] 
VLADDYRTVKELLDGGANP GCTALHYAVLADDYRTVK 79.15 2052.009857 1.868899405 CLPB_HUMAN[266-283] 
VLAGRYSGRKAVIVKNIDD VVLVLAGRYSGRK 33.04 1416.856506 0.787659156 RL27_HUMAN[10-22] 
VLDNGAYNAKIGYSHENVS IGYSHENVSVIPNCQFRSK 32.83 2234.090225 1.331638251 ARP6_HUMAN[15-33] 
VLEAAVAAKKRFSVYVTES RFSVYVTESQPDLSGKK 45.75 1940.000336 2.951030417 EI2BA_HUMAN[147-163] 
VLEGEEIAYKFTPKYILRA RQVLEGEEIAYK 66.11 1433.751404 0.704445692 LMNB2_HUMAN[485-496] 
VLGGSFADQKICQGCPHRY LGHPAMLSKVLGGSFADQK 31.38 1971.02478 -2.372877321 USP9X_HUMAN[1697-1715] 
VLGVNVMLRKIAVAAASKP IAVAAASKPAVEIKQEGDTFYIK 50.42 2448.326385 3.013078667 RABP2_HUMAN[32-54] 
VLIGDSGVGKSNLLSRFTR SNLLSRFTRNEFNLESK 32.17 2054.054459 2.109486426 RB11A_HUMAN[25-41] 
VLKADEGISFRGLFIIDDK RGLFIIDDK 45.38 1075.602585 4.013564173 PRDX1_HUMAN[128-136] 
VLKNLMAKHSFDDRYRERK FDDRYRERKQAQIASLYMP 30.31 2402.180069 -0.789699334 DOC10_HUMAN[1186-1204] 
VLKTDEGIAYRGLFIIDGK RGLFIIDGK 32.93 1017.597107 6.93299927 PRDX2_HUMAN[127-135] 
VLLGPPGAGKGTQAPRLAE GIRAVLLGPPGAGK 49.97 1304.792847 2.128307192 KAD2_HUMAN[15-28] 
VLLPEYGGTKVVLDDKDYF VVLDDKDYFLFRDGDILGK 48.87 2227.152496 7.316966409 CH10_HUMAN[81-99] 
VLLSALERLKHRPDGKYVV VLLSALERLK 36.51 1140.723007 5.009103845 C1TC_HUMAN[355-364] 
VLLSNEEDRKVGKLFEDTK CGQEEHDVLLSNEEDRK 69.49 2056.911972 0.252319986 TES_HUMAN[46-62] 
VLMGRVIPVKLGIIGVVNR LGIIGVVNRSQLDINNKK 31.94 1980.14798 3.385100542 DNM1L_HUMAN[239-256] 
VLNKTMDVSKLSAEKVEIA LSAEKVEIATLTRENGK 58.77 1858.015945 1.316996233 PSA4_HUMAN[206-222] 
VLPFALRYFKDTSPVFQRL LIGNHPDVLPFALRYFK 49.24 1999.10434 3.53808446 MDN1_HUMAN[101-117] 
VLQEARRKYKTIESETVRT TIESETVRTSEVLRK 37.73 1746.947556 1.348065654 TIM44_HUMAN[106-120] 
VLQHQRYFVKALTPAFLVC STLLQVLQHQRYFVK 48.8 1859.041748 4.451755862 TTC4_HUMAN[344-358] 
VLRLFLLPHKDQRQMFFVI IPYTTVLRLFLLPHK 46.24 1810.086899 4.173832761 SSRP1_HUMAN[234-248] 
VLSGGSTLFKGFGDRLLSE GFGDRLLSEVK 43.99 1219.656082 4.322529997 ACTY_HUMAN[309-319] 
VLTQLSSRFKPRVPVIKKC HQQLLGEVLTQLSSRFK 46.39 1983.090149 4.842946754 CUL1_HUMAN[727-743] 
VLTVINQTQKENLRKFYKG SIARVLTVINQTQK 74.47 1569.920227 2.202022715 RL35_HUMAN[53-66] 
VLVLSQDYGKHLLGVEDLL HLLGVEDLLQK 42.1 1263.718674 3.513440207 SPTB2_HUMAN[559-569] 
VMDRSTDIVKAIARLIEFY AIARLIEFYK 37.63 1222.707352 4.310107395 NDUV1_HUMAN[366-375] 
VMEDRQSGKKRGFAFVTFD RGFAFVTFDDHDTVDK 80.42 1868.86937 3.522985665 ROA3_HUMAN[167-182] 
VMEEAPESYKNVTDVVNTC NVTDVVNTCHDAGISKK 87.86 1856.905075 2.195588808 CV028_HUMAN[477-493] 
VMNSIARGQKIPIFSAAGL IPIFSAAGLPHNEIAAQICRQAGLVKK 39 2901.601059 3.988832291 VATB1_HUMAN[183-209] 
VMPVRNVYKKEKARVITEE LATQLTGPVMPVRNVYKK 41.82 2014.13974 1.758567159 RL13_HUMAN[146-163] 
VMTTLLFSDKNVNSNLITW NVNSNLITWNRVVLLHGPPGTGK 70.98 2485.355377 2.183188791 TRP13_HUMAN[163-185] 
VNECMEGVCKMYEEHLKRM RPEGRTYADYESVNECMEGVCK 80.37 2649.125748 3.319208236 ERH_HUMAN[13-34] 
VNFEDDSRGKYLELLGYRK YLELLGYRKEDLGK 39.89 1695.919525 3.242488761 SC31A_HUMAN[489-502] 
VNFLVSLLKKNWQNVRALY NWQNVRALYIK 36.71 1403.767334 3.631655956 RL10A_HUMAN[197-207] 
VNGCWVGIHKDPEQLMNTL IFVNGCWVGIHK 76.36 1428.733643 2.456021119 RPB2_HUMAN[567-578] 
VNGKKRNHTKRIQDPTEDA RIQDPTEDAEAEDTPRK 48.6 1969.934082 0.289349783 NSD2_HUMAN[531-547] 
VNGLTLGGQKCSVIRDSLL DRSSFYVNGLTLGGQK 49.22 1740.879501 2.305156674 PROF1_HUMAN[55-70] 
VNHFCEEFGKKYKLDIKSK VLATAFDTTLGGRKFDEVLVNHFCEEFGK 57.89 3299.628525 9.072839495 HSP74_HUMAN[222-250] 
VNIEGVDSNMCCGTHVSNL CCGTHVSNLSDLQVIKILGT 31.54 2214.113693 2.104227987 AASD1_HUMAN[209-228] 
VNKEVERVLKEFHQAGKPI EFHQAGKPIGLCCIAPVLAAK 44.38 2279.191849 3.485007198 ES1_HUMAN[165-185] 
VNLCSNPEDKLQIYRDNFE LQIYRDNFEK 30.44 1324.677521 2.167319936 CUL5_HUMAN[195-204] 
VNMWRMLLCEAVAAVMAKG GKILKVNMWRMLLCE 30.78 1905.999069 -4.91972958 SYRC_HUMAN[625-639] 
VNQDYGLDPKIANAIMKAA RAAAEVNQDYGLDPK 39.51 1645.805969 0.907154323 FUMH_HUMAN[101-115] 
VNSLQPARVTRWGGMISTP NEILEWVNSLQPARVT 30.66 1867.979187 4.199725594 RNF41_HUMAN[197-212] 
VPAAEPEYPKGIRAVLLGP GIRAVLLGPPGAGK 49.97 1304.792847 2.128307192 KAD2_HUMAN[15-28] 
VPAYSQDTFKVHYENNSPF LGNPTRSEDLLDYGPFRDVPAYSQDTFK 47.67 3200.541458 5.437829889 RPN1_HUMAN[188-215] 
VPELWYEDEKHSLNSSSAS HSLNSSSASTTEPDFQK 37.63 1834.833328 -0.961940234 LPPRC_HUMAN[1021-1037] 
VPEYLHHVNKRLEEEADRL RLEEEADRLITYLDQTTQK 56.03 2321.186264 3.773070751 CUL4B_HUMAN[402-420] 
VPFDFGEKQKNALGEAARA NALGEAARAAGFNVLRLIHEPSAALLAYGIGQDSPTGK 54.01 3848.033264 5.254112585 HSP7E_HUMAN[153-190] 
VPFKDMPATQMLLEKLNGT MLLEKLNGTVP 40.39 1229.668945 8.455121228 STRAD_HUMAN[287-297] 
VPGNTLPSPPPAAAASPMP LQVPGNTLPSPP 31.42 1218.660843 1.984145149 S35A4_HUMAN[161-172] 
VPGRGTVVTGTLERGILKK PVEAVYSVPGRGTVVTG 32.76 1686.894119 -1.224736026 EFTU_HUMAN[261-277] 
VPIILVGNKKDLRNDEHTR HFCPNVPIILVGNKK 59.42 1734.960327 3.783948196 RHOA_HUMAN[105-119] 
VPILASFLRKNQRALKLGT ALTLIAGSPLKIDLRPVLGEGVPILASFLRK 46.98 3256.963852 7.28285639 CAND1_HUMAN[631-661] 
VPKQTIKKTKRNEEEESTS RNEEEESTSQIERPLSQEPAK 56.46 2456.177856 0.804909138 RBM34_HUMAN[84-104] 
VPLATYMRIYKKGDIVDIK HGVVPLATYMRIY 55.59 1518.801697 5.165256278 RL21_HUMAN[22-34] 
VPLTAVAVMPAPHTSITMA RVPLTAVAVMP 31.95 1168.663818 8.550790951 WDR81_HUMAN[688-698] 
VPNIKRNDFQLIGIQDGYL LIGIQDGYLSLLQDSG 47.22 1690.877762 4.405995612 IF5A1_HUMAN[91-106] 
VPPTAISHFKQSAEKLIEE DAIRLLDSVPPTAISHFK 45.62 1979.084 5.590465084 DDX21_HUMAN[578-595] 
VPRSRFLPVKTTSDLLLVM SFENSLGINVPRSRFLPVK 41.63 2159.185104 2.221671496 UGPA_HUMAN[378-396] 
VPSTFSWLDTVTVTQDGLS VTVTQDGLSMMINRKNMVVSFGDGVTFVVVLH 32.38 3492.793198 3.831317585 ITIH3_HUMAN[748-779] 
VPVIGGHAGKTIIPLISQC GLDPARVNVPVIGGHAGK 37.67 1755.974411 1.481798359 MDHM_HUMAN[186-203] 
VPVSVNLLSKNLSREINDC NLSREINDCIGGTVLNISK 75.86 2102.078979 3.935627578 RL1D1_HUMAN[189-207] 
VPYVIISAAKGVAAYMKSE RDPGSAPSLGDRVPYVIISAAK 34.9 2268.22261 4.440922137 DPOD1_HUMAN[910-931] 
VQDLATRVKKSAEIDSDDT LFVQDLATRVKK 30.8 1416.845276 2.058799256 KINH_HUMAN[802-813] 
VQELTTEVEKIKTTVKESA YQRLLHEVQELTTEVEK 91.21 2114.100754 1.928952531 DCTN2_HUMAN[103-119] 
VQEMVGSFGKRLATYGITV RLATYGITVAELTGDHQLCK 84.09 2245.152496 1.762018396 U520_HUMAN[558-577] 
VQGFQDYIEKHCPSAVVPV HCPSAVVPVELQK 52.21 1462.760239 3.749760114 F120A_HUMAN[13-25] 
VQIQMVNESLGYVRSQFLK LDSEIKKNSDGMEAAGVQIQMVNESL 33.72 2821.347336 -7.867163223 CLC4K_HUMAN[91-116] 
VQKLRKKEPKTLLPHDPTA TLLPHDPTADVFVTPAEEKPIEIQWVKPEPKVDLK 43.73 3979.134644 2.469883751 BXDC2_HUMAN[296-330] 
VQMFIGDGAKLVRDAFALA LVRDAFALAK 33.76 1102.649857 4.711377748 PRS6A_HUMAN[267-276] 
VQNFVSFISKDSIQKSLQM ATASRLVTQRDADVQNFVSFISK 88.04 2552.334702 4.172650237 D3D2_HUMAN[261-283] 
VQNTVSELIKVAGHPNIVI VAGHPNIVINNAAGNFISPTERLSPNAWK 50.72 3086.604965 2.914205122 DECR_HUMAN[134-162] 
VQQASQCLSKLVQIASRTK SRDLLVQQASQCLSK 119.88 1731.893753 1.986842434 HNRL2_HUMAN[507-521] 
VQQFKEEISKRFKSHTDQL EKEEFAVPENSSVQQFKEEISK 81.03 2581.25473 5.39427583 UBQL1_HUMAN[46-67] 
VQQRGAAVIKARKLSSAMS EVGVYEALKDDSWLKGEFVTTVQQRGAAVIK 59.87 3435.803818 6.014022073 MDHC_HUMAN[206-236] 
VQRARQIAAKIGGDAATTV DAFADAVQRARQIAAK 38.3 1729.922333 -0.925475074 FUBP2_HUMAN[72-87] 
VQRLKEYRSKLILFPRKPS LILFPRKPSAPK 42.98 1365.849609 0.516162245 RL13_HUMAN[124-135] 
VQSALCGLVLSLLICVAAV QSALCGLVL 32.57 959.511002 3.587243912 PTHD2_HUMAN[1181-1189] 
VQSGNINAAKTIADIIRTC TIADIIRTCLGPK 44.4 1456.807175 4.138502407 TCPG_HUMAN[32-44] 
VQSHLEDLKKTLLDSLRST AYRVLEEVCASPQGPGALFVQSHLEDLKK 60.36 3240.66011 3.938395131 RRP12_HUMAN[791-819] 
VQSHRDLPIKLNQWCNVVR LNQWCNVVRWEFK 52.56 1777.872238 5.729320579 SYEP_HUMAN[1144-1156] 
VQTDVGVDTKHQTLQGVAF HQTLQGVAFPISREAFQALEK 48.06 2369.249161 4.825579423 TWF1_HUMAN[190-210] 
VQYPVEHPDKFLKFGMTPS RELQELVQYPVEHPDK 60.41 1979.011215 2.647281612 TERA_HUMAN[487-502] 
VRAAFDQRMKTWQRWQDAQ TWQRWQDAQATLQK 69.79 1758.880157 2.049599562 SNX1_HUMAN[416-429] 
VRALAAFLKKSGKLKVPEW DVNQQEFVRALAAFLKK 50.04 1976.08432 6.671780079 RS19_HUMAN[8-24] 
VRASQASKAKAAARQPAPA AAARQPAPAIHSAPTIK 60.97 1698.952896 -1.651016933 HTR5B_HUMAN[2049-2065] 
VREAADDCAKAVMSNLSAH LFEPYVVHVLPHLLLCFGDGNQYVREAADDCAK 32.35 3844.870544 6.032972953 GCN1L_HUMAN[1452-1484] 
VRFWRCSNSKKVWYEWAVT KVWYEWAVTAPVCSAIHNPTGRSYTIGL 52.45 3175.591324 5.30515368 ANM5_HUMAN[610-637] 
VRHQAVTRKKDNRFAVALD DNRFAVALDSEQNNIHVK 35.57 2069.028992 1.483787812 SPT5H_HUMAN[580-597] 
VRIDEYDYSKPIQGQQKKP VRIDEYDYSK 54.75 1286.614258 4.246805106 DHSA_HUMAN[599-608] 
VRKANLKEKKERNQNEALL ERNQNEALLQAIK 39.49 1525.821198 2.76179149 TTC4_HUMAN[215-227] 
VRKLRKAYGKSEWNTVERL SEWNTVERLK 36.55 1260.646225 3.283236738 PESC_HUMAN[99-108] 
VRLYEWTTEKELRTECNHY ELRTECNHYNNIMALYLK 60.56 2281.098297 1.733375543 DDB1_HUMAN[898-915] 
VRMDLDEQLKILNLRFLGK ILNLRFLGK 47.15 1072.675674 1.55499005 SPT5H_HUMAN[1075-1083] 
VRPFTLGQLKELLGRTGTL ISNIVHISNLVRPFTLGQLK 76.89 2248.305557 7.256575935 ACINU_HUMAN[1010-1029] 
VRQLAEDFLKDYIHINIGA EVRQLAEDFLK 46.7 1346.719391 2.8610266 DDX5_HUMAN[285-295] 
VRQRELEQLGRQLRYYRES QTDVRQRELEQLG 32.41 1570.80632 9.423822537 PLEC1_HUMAN[1331-1343] 
VRQVRPVTEKLPANHPLLT FTMVQVWPVRQVRPVTEK 31.71 2199.198685 4.304749755 VATA_HUMAN[203-220] 
VRRAAQRRLKAELGIPLEE AELGIPLEEVPPEEINYLTRIHYK 41.18 2822.485382 5.732536332 IDI1_HUMAN[114-137] 
VRSNNREVAKRNIYLMDTS RNIYLMDTSGK 57.77 1296.649597 2.943740552 RFA1_HUMAN[344-354] 
VRSQLETSLKRLQCPQVDL SLKPDSVRSQLETSLK 34.16 1786.978851 2.322915012 ARK72_HUMAN[113-128] 
VRTRLEILEKGLATSLQND ETLQNVRTRLEILEK 38.03 1841.037018 3.174297933 SPG20_HUMAN[83-97] 
VRVGNALGAGDMEQARKSS PAGFSVAASVRVGNALGAG 37.87 1699.900574 8.187537679 S47A1_HUMAN[309-327] 
VRVQEVPKLKVCALRVTSR TAVVVGTITDDVRVQEVPKLK 70.66 2266.289673 2.700449141 RL18_HUMAN[79-99] 
VRVQLIKNGKKITAFVPND KITAFVPNDGCLNFIEENDEVLVAGFGRK 61.78 3251.628494 8.204196774 RS23_HUMAN[80-108] 
VSAGHGLPAKFVIHCNSPV FVIHCNSPVWGADK 66.53 1628.776962 4.268233259 H2AY_HUMAN[272-285] 
VSCNKPSTNKTMLWNSFQI ILDHLEVSCNKPSTNK 43.37 1853.930527 0.612752195 FA29A_HUMAN[735-750] 
VSEAYENLVKSSSKREALE KVETEIQRVSEAYENLVK 42.08 2134.126953 2.580914876 AMOT_HUMAN[464-481] 
VSEFLLLDLPIWPEQQAVF IWPEQQAVFFTLFLGMYLITVLG 36.52 2685.42807 -0.617778602 OR1J4_HUMAN[19-41] 
VSFAGQMGRTTVQKNCADP DSKDLVDPFVEVSFAGQMGRT 43.26 2313.094742 -2.58571337 FR1L6_HUMAN[273-293] 
VSFDDPPSAKAAIDWFDGK DTGKPKGEATVSFDDPPSAK 70.71 2045.99057 2.865115845 RBP56_HUMAN[278-297] 
VSGADDYTVKLWDIPNSKE YHVVSGADDYTVK 52.89 1452.688522 1.968763404 UTP15_HUMAN[135-147] 
VSGALTVLMKDAIKPNLMQ DAIKPNLMQTLEGTPVFVHAGPFANIAHGNSSIIADRIALK 33.92 4326.294662 5.632995878 C1TC_HUMAN[617-657] 
VSGDDVIIGKTVTLPENED TVTLPENEDELESTNRRYTK 44.21 2394.16626 1.437243544 RPB2_HUMAN[870-889] 

VSGSKDICIKVWDLAQQVV VWDLAQQVVLSSYRAHAAQVTCVAASPHK 82.67 3191.629837 7.593612429 MEP50_HUMAN[151-179] 
VSIECDTTCKEMKRKASEI VRENQVSIECDTTCK 94.12 1837.829849 0.775371017 NFXL1_HUMAN[814-828] 
VSIFGNRRLKRFSMVVQDG RFSMVVQDGIVK 58.51 1377.743866 2.662323593 PRDX5_HUMAN[180-191] 
VSLLYIGWDKHYGFQLYQS HYGFQLYQSDPSGNYGGWK 89.45 2202.975922 5.542502702 PSA4_HUMAN[142-160] 
VSRETLQQHKLLKVIRKKL GVVDSDDLPLNVSRETLQQHK 51.21 2349.192459 4.806758151 ENPL_HUMAN[435-455] 
VSRPLNNTQKSKQPLPSAP QLQATSVPHPVSRPLNNTQK 48.04 2214.186905 4.551557945 STK6_HUMAN[78-97] 
VSSLDTSTHKSSDNKLEET SSDNKLEETLTREQK 50.46 1776.88533 -0.23468031 DDX50_HUMAN[121-135] 
VSSVSPLKNKHPDEDAVEA HPDEDAVEAEGHEVK 72.11 1660.73288 1.205491879 PP4R2_HUMAN[232-246] 
VSYEDPPTAKAAVEWFDGK ETGKPKGDATVSYEDPPTAK 85.46 2090.016769 -0.969848678 EWS_HUMAN[405-424] 
VSYFEIYLDKIRDLLDVSK IRDLLDVSK 52.49 1057.613144 1.945891096 KIF5C_HUMAN[143-151] 
VTAIEDRQYKDYKIHWWEN WLAPDGLIFPDRATLYVTAIEDRQYK 30.9 3050.586533 6.952105692 ANM1_HUMAN[174-199] 
VTASKDNTAKLFDSTTLEH LFDSTTLEHQK 54.72 1317.656479 3.510019549 EIF3I_HUMAN[214-224] 
VTCVAASPHKDSVFLSCSE VWDLAQQVVLSSYRAHAAQVTCVAASPHK 82.67 3191.629837 7.593612429 MEP50_HUMAN[151-179] 
VTEAEIQQLKRKLQSLEQE HAVTEAEIQQLK 81.52 1365.725204 2.407512134 NEB2_HUMAN[676-687] 
VTETEETQEKKAESKEPIE KAESKEPIEEEPTGAGLNK 47.97 2026.021805 2.653969462 CA055_HUMAN[323-341] 
VTFESPADAKAAARDMNGK SRGFAFVTFESPADAK 53.25 1728.847137 4.873189665 HNRGT_HUMAN[48-63] 
VTGRKADVIKAAHLCAEAA VVDVAQGTQVTGRKADVIK 49.13 1983.111313 2.848049912 PA2G4_HUMAN[126-144] 
VTIVVRGSNKLVIEEAERS LVIEEAERSIHDALCVIRCLVK 60.17 2622.398529 4.207598455 TCPD_HUMAN[396-417] 
VTNRYLSQLKDAHRSHPFI DSGYPETLVNLIVLSQHLGKPPEVTNRYLSQLK 65.77 3707.988632 7.54883652 COPE_HUMAN[246-278] 
VTPHNIKQLKRLNQVIFPV RLNQVIFPVSYNDK 75.94 1691.89949 4.198830984 NAT13_HUMAN[21-34] 
VTPHTQCRLKLLKLERIKD LPLVTPHTQCRLK 54.42 1561.876266 1.202399986 PRS4_HUMAN[49-61] 
VTPNGLNVKKFSAMHEFQN PDIVTPNGLNVKK 50.2 1393.792908 2.47956492 GYS1_HUMAN[274-286] 
VTPTLLAGDKSLSNVIAHE SLSNVIAHEISHSWTGNLVTNK 106.23 2406.229156 6.97606043 LKHA4_HUMAN[289-310] 
VTQGFAAALKCGLTKKQLD DNERVVGFHVLGPNAGEVTQGFAAALK 62.24 2795.435486 5.028196884 TRXR1_HUMAN[581-607] 
VTSGKDTMVKWWDLDTQHC WWDLDTQHCFK 55.83 1534.666351 4.380756766 WDR3_HUMAN[175-185] 
VTTHPLAKDKMMNGGHYTY MMNGGHYTYSENRVEK 38.53 1914.835236 -0.263208025 PARK7_HUMAN[133-148] 
VTTREVSGIKALYESELAD ISEKEEVTTREVSGIK 79.03 1803.957779 1.26111599 LMNB2_HUMAN[58-73] 
VTVAFGFIGLMIILIESFP MIILIESFPK 31.5 1189.67804 7.684432 ABCA5_HUMAN[344-353] 
VVAESVVVIKKLLQMQPAQ KLLQMQPAQHGEIIK 39.1 1732.965775 1.585143827 AP3B1_HUMAN[467-481] 
VVAGGGRIDKPILKAGRAY VISSANRAVVGVVAGGGRIDK 39.92 2024.149078 2.708792578 RL8_HUMAN[157-177] 
VVAPAGITLKEANEILQRS REDLVVAPAGITLK 78.59 1480.861313 4.606103178 IMDH2_HUMAN[182-195] 
VVDFDETWNKLLTTIKAVV PRVVDFDETWNK 42.26 1504.731049 1.297906361 CUL2_HUMAN[5-16] 
VVDLTCRLEKPAKYDDIKK AFRVPTANVSVVDLTCRLEK 64.86 2274.215439 3.800431503 G3P_HUMAN[232-251] 
VVDPKKPFRKLSRFGNAFL LSRFGNAFLNRFMCSQLPNQVLK 34.83 2739.41011 4.899594972 EHD4_HUMAN[128-150] 
VVEAYSGLTKKKEGETVEP KLAAQSCALSLVRQLYHLGVVEAYSGLTK 96.91 3174.722305 6.462297495 DHX9_HUMAN[236-264] 
VVEEADDDKKRLLQIIDRD RLLQIIDRDGEEEEEEEEPLDESSVK 79.8 3085.457443 4.936059006 CTBL1_HUMAN[58-83] 
VVEVLLRCSKESLKNSATE SNVKPNSGELDPLYVVEVLLRCSK 41.68 2715.426529 5.960021318 SK2L2_HUMAN[681-704] 
VVEVTHDLQKHLAGLGLTE HLAGLGLTEAIDK 35.97 1336.735046 4.590288867 SERPH_HUMAN[320-332] 
VVFRASTKPKDKGKITKRV ELPTVVFRASTKPK 35.98 1571.903519 1.956226933 GNL3_HUMAN[198-211] 
VVIGHVDSGKSTTTGHLIY THINIVVIGHVDSGK 71.98 1587.873306 -1.343306164 EF1A1_HUMAN[6-20] 
VVNFGPGPAKLPHSVLLEI LPHSVLLEIQKELLDYK 107.83 2037.150986 2.870675782 SERC_HUMAN[17-33] 
VVNLTGRLNKCGVISPRFD IVVNLTGRLNK 52.98 1225.750641 2.042014025 RS15A_HUMAN[61-71] 
VVRISGGNDKQGFPMKQGV GYVVRISGGNDK 58.84 1263.65715 5.257755238 RS6_HUMAN[47-58] 
VVRTGAPYRLTTIAVDQVD PLVVRTGAPYRL 30.66 1340.792847 -9.066277484 SEM3F_HUMAN[452-463] 
VVTEIPKEEKDPGMGAMGG VVRTALLDAAGVASLLTTAEVVVTEIPKEEK 101.05 3221.812241 8.650721369 CH60_HUMAN[524-554] 
VVTGIEMFHKSLERAEAGD SLERAEAGDNLGALVRGLK 64.07 1968.075195 3.337778971 EFTU_HUMAN[312-330] 
VVVSHDENLKRATGVNVNI RATGVNVNISDLK 67.21 1385.762665 3.441426242 GDPD1_HUMAN[93-105] 
VVYIFGPPVKEPPTDVTPT EPPTDVTPTFLTTGVLSTLRQADFEAHNILRESGYAGK 49.94 4131.091293 5.414549913 GUAA_HUMAN[570-607] 
VWNLANCKLKTNHIGHTGY TNHIGHTGYLNTVTVSPDGSLCASGGK 104.47 2742.303177 1.537029179 GBLP_HUMAN[186-212] 
VYELLDSPGKVLLQSKDQI VLLQSKDQITAGNAARK 76.49 1812.021713 3.962424925 PUR6_HUMAN[31-47] 
VYGPSGAGKKTRIMCILRE EQAAQLRNLVQCGDFPHLLVYGPSGAGKK 46.86 3152.618927 3.364187124 RFC3_HUMAN[21-49] 
VYKVAKKYMKSRYEQVDLV SRYEQVDLVGK 49.22 1292.672455 3.022420711 DDX50_HUMAN[343-353] 
VYLAAVLEYLTAEILELAG TAEILELAGNAARDNKK 54.23 1812.969315 1.896888145 H2A1B_HUMAN[60-76] 
VYLERNPLQKDPQYRRKVM GARSLETVYLERNPLQK 33.19 1973.069382 0.573218565 PP1R7_HUMAN[319-335] 
VYNHTAANSKWIQEHPECA WIQEHPECAYNLVNSPHLK 69.93 2334.121506 0.250629626 GDE_HUMAN[227-245] 
VYVNHGENLKTEQWPQKLI LTRSLPCQVYVNHGENLK 52.91 2127.089493 -0.253868021 MED25_HUMAN[423-440] 
VYYNEATGGKYVPRAILVD FWEVISDEHGIDPTGTYHGDSDLQLDRISVYYNEATGGK 67.87 4384.019653 5.184739531 TBB5_HUMAN[20-58] 
WASGHDLQGKLQLRYQEIS LQLRYQEISK 38.33 1276.713898 4.351797226 NDUA7_HUMAN[24-33] 
WAWILLLSTLTGRSYGQPS TGRSYGQPSLQDELK 33.98 1677.832199 2.193902347 GBRA1_HUMAN[22-36] 
WCNVVRWEFKHPQPFLRTR LNQWCNVVRWEFK 52.56 1777.872238 5.729320579 SYEP_HUMAN[1144-1156] 
WCQRKTAPYKNVNIQNFHI NVNIQNFHISWK 59.2 1498.768082 3.88452361 ACTN1_HUMAN[163-174] 
WCQRKTAPYKNVNVQNFHI NVNVQNFHISWK 75.88 1484.752441 3.516411124 ACTN4_HUMAN[182-193] 
WCVDADWDTKHVLTGSADN HVLTGSADNSCRLWDCETGK 63.6 2305.021576 3.075025446 EIF3I_HUMAN[66-85] 
WCVVFERNYKSHHLQLQVI SHHLQLQVIPVPISCSTTDDIK 74.14 2487.279175 2.953428016 C19L1_HUMAN[412-433] 
WDFLPPKKIKDPDASKPED DPDASKPEDWDERAK 53.36 1757.785629 -0.573448766 CALR_HUMAN[210-224] 
WDLDTQHCFKTMVGHRTEV WWDLDTQHCFK 55.83 1534.666351 4.380756766 WDR3_HUMAN[175-185] 
WDPTGKIGPKKPLPDHVSI KPLPDHVSIVEPKDEILPTTPISEQK 47 2909.574966 5.098682857 RS3_HUMAN[202-227] 
WDRFQMRIHKRLIDLHSPS RLIDLHSPSEIVK 39.77 1505.856552 1.289631471 RS20_HUMAN[87-99] 
WDWELMNDIKPIWQRPSKE PIWQRPSKEVEEDEYK 53.45 2031.990128 0.27854466 ENPL_HUMAN[341-356] 
WEDAQITLLKKREAEAKMM CWQKWEDAQITLLK 78.69 1817.913422 4.902323671 SNX2_HUMAN[413-426] 
WEEALENVIKSTKPGKLIG SGICSLHPLLRGWEEALENVIK 51.88 2520.315842 4.912876312 HEAT1_HUMAN[628-649] 
WEEALRLVYKYNRLDIIET YNRLDIIETNVKPSILEAQK 54.28 2343.279755 7.282527818 ELP1_HUMAN[1099-1118] 
WEEFSRAAEKLYLADPMKA PQYQTWEEFSRAAEK 41.05 1868.869293 3.3918905 SRP09_HUMAN[2-16] 
WEEKTLSKYESSEIRLLEI SSEIRLLEI 33.04 1058.597137 7.514662303 CREL2_HUMAN[70-78] 
WEGGYPEIVKENKLFEHYY RGEAGWEGGYPEIVK 75.2 1646.805252 2.975458084 NSUN2_HUMAN[29-43] 
WFKGWKVTRKDGNASGTTL DGNASGTTLLEALDCILPPTRPTDKPLRLPLQDVYK 33.46 3977.093185 6.225149587 EF1A1_HUMAN[220-255] 
WGAYDGKFEKTISGHKLGI IWGAYDGKFEK 38.62 1312.645172 2.378403598 WDR5_HUMAN[71-81] 
WGEDNHWICKPWNLARSLD PWNLARSLDTHVTK 32.83 1636.86853 2.12723254 TTL12_HUMAN[420-433] 
WGERANQVLKFTKGKSFRH RGAAGDWGERANQVLK 44.72 1726.886292 2.281563076 NOLC1_HUMAN[648-663] 
WGRCEPITSKTLQLLNDLS YWGRCEPITSK 34.66 1395.660507 1.916655223 XPO7_HUMAN[602-612] 
WGVVVNFSKKSNVKPNSGE SNVKPNSGELDPLYVVEVLLRCSK 41.68 2715.426529 5.960021318 SK2L2_HUMAN[681-704] 
WHDTCFRCAKCLHPLANET CLHPLANETFVAK 58.97 1498.760223 4.043341895 FHL1_HUMAN[71-83] 
WHRLEELYTKKLWHQLTLQ DVPGFLQQSQSSGPGQPAVWHRLEELYTK 101.87 3253.615631 -9.83152395 PSD13_HUMAN[3-31] 
WHRRVNTTQKRYAICSALA RYAICSALAASALPALVMSK 78.37 2092.117249 5.499213778 RL4_HUMAN[121-140] 
WIAGDTALDKNIHQSVSEQ RFTCEQALQHPWIAGDTALDK 55.42 2456.190674 2.7436795 KCC1A_HUMAN[264-284] 
WIPAGSSGSKFLALLVNLA LAARLAHACGSDWIPAGSSGSK 84.72 2211.085464 1.82218194 NCDN_HUMAN[284-305] 
WIRPDSKVEKIRRNSEAAM LSPWIRPDSKVEK 44.73 1553.856552 0.701480454 ANM5_HUMAN[86-98] 
WIYGFFSLLSDIISSEDEE MEETTDWIYGFFSLLS 33.12 1953.870636 -0.38078263 TRDN_HUMAN[96-111] 
WKVEKGPDGKAIVEFLSNL AIVEFLSNLARHTK 38.99 1597.893997 4.927736142 CAF1B_HUMAN[54-67] 
WLDETNKGTKTEGETEVKK TEGETEVKKDEAGENYSK 85.74 2012.917419 -1.20124153 STRBP_HUMAN[58-75] 
WLIQVDLADKLLQVASPFL LLQVASPFLEPHLVRMAK 69.22 2048.160461 2.999276725 NU155_HUMAN[1052-1069] 
WLKRIRDDVKRTGETGIEE RTGETGIEETILEGHLGVTK 72.79 2139.117157 3.588396257 USP9X_HUMAN[1409-1428] 
WLRPEDLPIKYAGLSTCFR YLIATSEQPIAALHRDEWLRPEDLPIK 73.29 3173.687271 6.270939226 SYSC_HUMAN[267-293] 
WLRYGNPWEKSRPEFMLPV IRDGWQVEEADDWLRYGNPWEK 44.81 2761.288452 7.300939525 PYGL_HUMAN[171-192] 
WLTKTPDGNKSPAPKPSDL SPAPKPSDLRPGDVSSK 33.24 1736.905701 3.518325719 CALD1_HUMAN[759-775] 
WLTTMLLRIKKTIQGDEED EYDSISRLDQWLTTMLLRIK 42.64 2480.309692 4.930835871 SNAA_HUMAN[265-284] 
WMTRQEYQEKGVRVLEKLG DNFWMTRQEYQEK 52.93 1773.778046 3.442369813 ARP2_HUMAN[369-381] 
WNEEIVPQIKEGKRVLIAA KDTIARALPFWNEEIVPQIK 51.65 2367.295029 4.157910138 PGAM1_HUMAN[157-176] 
WNILYDKLEKIHHSGAKVV DNAEIRVHTVEDYQAIVDAEWNILYDKLEK 125.94 3588.77359 6.016818687 TCPH_HUMAN[251-280] 
WNQQHENLEKLNMQAILDA LNMQAILDATVSQGEPI 31.8 1798.913483 -2.485945012 ZMY10_HUMAN[42-58] 
WPAMGIHGDKSQQERDWVL SQQERDWVLNEFK 50 1677.811066 2.22194267 DDX5_HUMAN[376-388] 
WPLLLKNFDKLNVRTTHYT LNVRTTHYTPLACGSNPLK 65.78 2141.105148 1.099899275 DKC1_HUMAN[62-80] 
WPSGDRSQQKDKQSYRDLK EIVLADVIDNDSWRLWPSGDRSQQK 54.82 2926.457321 7.562727753 PUR6_HUMAN[202-226] 
WPTLNTLIKIIGNSVGALG SWPTLNTLIKI 31.53 1284.744156 1.39016005 SCN5A_HUMAN[821-831] 
WQDAQATLQKKREAEARLL TWQRWQDAQATLQK 69.79 1758.880157 2.049599562 SNX1_HUMAN[416-429] 
WQNVRALYIKSTMGKPQRL NWQNVRALYIK 36.71 1403.767334 3.631655956 RL10A_HUMAN[197-207] 
WQQGQFWGQKPWSQHYHQG PWSQHYHQGYY 45.23 1464.621094 0.148843958 HNRPU_HUMAN[814-824] 
WQQTSELGRKRKAEEDAAL CFLAQPVTLLDIYTHWQQTSELGRK 42.43 3003.527664 7.620039687 TCOF_HUMAN[38-62] 
WQVNGLDDIKDRSTLGEKL HEWQVNGLDDIK 70.24 1452.699738 2.98341074 COF2_HUMAN[133-144] 
WREENGTWEKSHEHAGHDS VIIWREENGTWEK 55.4 1658.841629 3.764675235 SEC13_HUMAN[83-95] 
WREKLRPRKKTLEEEFARK TLEEEFARKLQEQEVFFK 45.76 2270.158264 3.932324958 SLK_HUMAN[1188-1205] 
WSDHALWWEKKRTWLLKTH DWSDHALWWEK 33.01 1471.652054 5.319192114 FERM2_HUMAN[57-67] 
WSEEQLIAAKFCFAGLLIG FYPPKVELFFKDDANNDPQWSEEQLIAAK 32.94 3438.677185 8.011220163 PUR6_HUMAN[121-149] 
WSELENLVLKDMSDGFISN RLNTEWSELENLVLK 111.77 1842.983917 7.388561492 P4HA1_HUMAN[90-104] 
WSGGLDHQLKMHDLNTDQE YQHTGAVLDCAFYDPTHAWSGGLDHQLK 99.53 3186.461792 4.986408448 BUB3_HUMAN[53-80] 
WSGNMERIMKAQAYQTGKD AVVSQRLTESPCALVASQYGWSGNMERIMK 72.75 3367.647507 4.523632586 ENPL_HUMAN[634-663] 
WSKAWELTQKTFAYTNHTV TFAYTNHTVLPEALERWPVDLVEK 42.11 2827.454468 6.374992137 PYGL_HUMAN[372-395] 
WTANMEQIMKAQALRDNST AQALRDNSTMGYMMAKK 38.3 1930.906281 0.943080468 H90B3_HUMAN[481-497] 
WTANMERIMKAQALRDNST AQALRDNSTMGYMAAKK 96.92 1854.90799 2.470203387 HS90A_HUMAN[616-632] 
WTAPEALREKKFSTKSDVW LPVKWTAPEALREK 49.31 1636.930038 0.130121627 CSK_HUMAN[348-361] 
WTDTNYYSEKGFPKSCCKL IQNTLHCCGVTDYRDWTDTNYYSEK 55.82 3138.344757 5.829187491 TSN6_HUMAN[147-171] 
WTEGLISASKAVGWGATQL NSRWTEGLISASK 56.39 1447.741913 3.8825981 HIP1R_HUMAN[865-877] 
WTEYKTADGKTYYYNNRTL TYYYNNRTLESTWEKPQELK 60.17 2562.239014 3.460645143 TCRG1_HUMAN[445-464] 
WTIHGLWPDKSEGCNRSWP DCRDPPDYWTIHGLWPDK 40.13 2270.0215 4.410971438 RNT2_HUMAN[54-71] 
WTIPSRDNNKCYAKIICNT FGEENIEVYHSYFWPLEWTIPSRDNNK 53.15 3369.573059 6.90651296 TRXR1_HUMAN[544-570] 
WTKSAEAFGKIVAERPGTN IVAERPGTNSTGPAPMAPPRAPGPLSK 72.91 2668.41188 1.578841719 TIF1B_HUMAN[408-434] 
WTVTEPAAMTPGNATPPRT PGNATPPRTPEVTPLRLELQ 31.57 2185.185501 -9.275642727 TAIL1_HUMAN[91-110] 
WTYMMNARSKNVGWRLDYF NVGWRLDYFLLSHSLLPALCDSK 66.78 2703.384277 4.008679081 APEX1_HUMAN[277-299] 
WVEISNEVRKFRTLTELIL WVEISNEVRK 41.45 1258.666962 3.106461136 UBF1_HUMAN[72-81] 
WWHCNSCSLKNASTAKKCV EGSWWHCNSCSLK 43.03 1649.671494 1.914320525 RBP2_HUMAN[1352-1364] 
WYEWLDPSIKKTEWSREEE ARWYEWLDPSIK 30.63 1562.788132 5.65783667 CDC5L_HUMAN[48-59] 
WYHEGPNSLKVARLWIANY SKEEYQQTWYHEGPNSLK 41.55 2223.023224 2.631101617 PRP4_HUMAN[158-175] 
YAADLVETMKSGEHDFGAA SGEHDFGAAFDGDGDRNMILGK 49.11 2308.017868 4.113486352 PGM1_HUMAN[278-299] 
YAETVHQLSKTSRALVADS HQILEQAVEDYAETVHQLSK 44.72 2337.160065 4.825086723 SPTB2_HUMAN[1634-1653] 
YAGLKEEFRKEFTKLEEVL EFTKLEEVLTNKK 61.99 1577.86644 2.466621953 GSTO1_HUMAN[149-161] 
YAIFKVLNEKKLQEVDSLW KLQEVDSLWK 35.98 1244.676468 2.076041499 NOL5_HUMAN[21-30] 
YAINSYTRSKAAWEAGKFG LNIARNEQDAYAINSYTRSK 51.93 2326.166504 2.60428477 THIL_HUMAN[204-223] 
YAIPQPDLTKLHQLAMQQS LHQLAMQQSHFPMTHGNTGFSGIESSSPEVK 88.39 3381.587051 -3.211214095 PCBP2_HUMAN[246-276] 
YALPHAILRLDLAGRDLTD SGDGVTHTVPIYEGYALPHAILRL 69.41 2578.35437 5.198664759 ACTB_HUMAN[155-178] 
YALTGDEVKKICMQRFIKI ICMQRFIK 36.1 1094.572876 2.316885477 RS4X_HUMAN[64-71] 
YARGHYTIGKEIIDLVLDR EDAANNYARGHYTIGK 52.11 1778.833572 1.517848574 TBA1A_HUMAN[97-112] 
YARIGNSYFKEEKYKDAIH AYARIGNSYFK 35.18 1288.656387 4.799572689 STIP1_HUMAN[302-312] 
YASILMGISNGVGTLSGMV GVGTLSGMVCPIIVGAMTKHK 33.7 2187.121429 -3.528382054 VGLU1_HUMAN[443-463] 
YAVELFEGLKAFRGVDNKI PLQNLSLHPGSSALHYAVELFEGLK 93.09 2719.433319 5.652648253 BCAT1_HUMAN[75-99] 
YCNRDFDDEKILIQHQKAK PWCWYCNRDFDDEK 41.35 1989.77742 5.28300296 ZN207_HUMAN[11-24] 
YDEKMYDAAKLLYNNVSNF LLYNNVSNFGRLASTLVHLGEYQAAVDGARK 78.25 3375.768738 6.097277864 CLH1_HUMAN[1216-1246] 
YDEMVESMKKVAGMDVELT LAEQAERYDEMVESMKK 73.14 2055.960464 3.48255724 1433E_HUMAN[13-29] 
YDKVSGDMQKQGCDCECLG QGCDCECLGGGRISHQSQDK 36.78 2290.947769 -1.033196842 PHP14_HUMAN[67-86] 
YDLVRQINRKTPVEKKKPK INVNEIFYDLVRQINRK 73.82 2133.169434 5.188054837 RAP1A_HUMAN[152-168] 
YDNVHPNYHKEPFLQQLKV FLSPVVPNYDNVHPNYHK 55.36 2139.053772 4.464590898 IF3EI_HUMAN[420-437] 
YDPNKRISAKAALAHPFFQ AALAHPFFQDVTKPVPHLRL 43.87 2256.253143 2.131409773 CDK2_HUMAN[279-298] 
YDQAEKLVSKSVFPEQANN SVFPEQANNNEWARYLYYTGRIK 33.62 2818.38266 4.847815804 PSMD3_HUMAN[274-296] 
YDQICSIEPKFPFSENQIC HEGALETLLRYYDQICSIEPK 30.21 2534.247482 4.210322818 PDC6I_HUMAN[61-81] 
YDRSQWLDVKFKLDLDFPN RYTCGEAPDYDRSQWLDVK 38.71 2358.069885 0.087783658 GSTM3_HUMAN[36-54] 
YDSFIELQEKLHQNICRKR DRYDSFIELQEK 37.57 1541.73616 4.523471772 SYFB_HUMAN[134-145] 
YDSHRQSVSKLQNVEQLPP QSANDFFSYYDSHRQSVSK 40.63 2265.008667 0.602646701 NU205_HUMAN[1821-1839] 
YDTDFYILDKYPLAVRPFY YPLAVRPFYTMPDPRNPK 41.61 2161.114243 4.705443052 SYDC_HUMAN[394-411] 
YEEAQDAIVKEIVNISSGY NKTEYEEAQDAIVK 41.68 1636.794388 3.142728273 MSH2_HUMAN[566-579] 
YEEVHDLERKYAVLYQPLF FYEEVHDLERK 67.14 1463.704468 0.480971409 NP1L1_HUMAN[95-105] 
YEIRHYGPAKWVSTSVESM APEDAGPQPGSYEIRHYGPAK 49.68 2239.065765 3.049486132 HEBP2_HUMAN[27-47] 
YEKAAKELSKRSPPIPLAK RSPPIPLAKVDATAETDLAK 65.36 2092.152786 1.139974105 PDIA4_HUMAN[226-245] 
YEKEEAFEIDYSSLKEDLK YSSLKEDLKALQSDQEIEA 30.02 2166.069153 6.093988265 SMC1B_HUMAN[979-997] 
YELAIIVYMVPAGFSVAAS PAGFSVAASVRVGNALGAG 37.87 1699.900574 8.187537679 S47A1_HUMAN[309-327] 
YEPSGNKKGKTVGFGTNNS TVGFGTNNSEHITYLEHNPYEK 58.69 2549.182266 3.497592196 CDC5L_HUMAN[602-623] 
YEPVSPYSCKEAPCVLIYI KGDIIQLQRRGFFICDQPYEPVSPYSCK 30.11 3400.669647 2.648007873 SYEP_HUMAN[666-693] 
YEQILAENEKLKAQLHDTN KLYEQILAENEK 94.2 1476.782349 3.368810579 MYPT1_HUMAN[934-945] 
YETELVDIEKAIAHYEQSA AIAHYEQSADYYKGEESNSSANK 72.29 2561.130569 2.433300385 SNAA_HUMAN[141-163] 
YFAKRMAALKNKPQVPVPG NKPQVPVPGSDISETQVERK 37.34 2207.154602 1.142194569 PINX1_HUMAN[191-210] 
YFQNHDAADKAAVVKFHPI RGFGFVYFQNHDAADK 56.59 1870.875092 1.004342838 ROA0_HUMAN[139-154] 
YFQRPENALKRANEFLEVG PAYFQRPENALK 35.75 1432.746262 4.264537387 EIF3A_HUMAN[2-13] 
YGAIRDIDLKNRRGGPPFA YGAIRDIDLK 38.01 1162.634598 0.95816863 SFRS1_HUMAN[39-48] 
YGDQIDMHRKFVVQLFAEE FLSLYGDQIDMHRK 31.49 1721.855911 2.422386202 ISOC1_HUMAN[54-67] 
YGEDQDAVKKARSFLEFAE ARSFLEFAEDVIQVPRNLVGK 45.91 2387.296112 5.977054932 FMR1_HUMAN[275-295] 
YGESADAVKKARGFLEFVE ARGFLEFVEDFIQVPRNLVGK 68.14 2433.316864 4.158110335 FXR1_HUMAN[275-295] 
YGFEPTQEGKLFQLYPRNF LFQLYPRNFLR 38.2 1465.819382 3.185249191 RM41_HUMAN[127-137] 
YGFVNYVTAKDAERAINTL DAERAINTLNGLRLQSK 37.27 1898.033325 5.704325555 ELAV1_HUMAN[73-89] 
YGFYDECQTKYGNANAWRY YGNANAWRYCTK 58.61 1502.672455 1.382204081 PPP6_HUMAN[133-144] 
YGGGGQYFAKPQNQGGYGV GGNFGGRSSGPYGGGGQYFAK 103.39 2019.918762 2.976357323 ROA1L_HUMAN[278-298] 
YGGGGQYFAKPRNQGGYGG PRNQGGYGGSSSSSSYGSGRRF 53.51 2250.01622 -1.807986966 ROA1_HUMAN[351-372] 
YGGQPLFSEKFPTLWSGAR DRYGGQPLFSEK 46.39 1395.678268 1.786944783 HNRL2_HUMAN[262-273] 
YGHILAGTIKDIVTRYAHQ FTFYDGPPFATGLPHYGHILAGTIK 60.97 2719.379883 5.064022164 SYIC_HUMAN[45-69] 
YGINDPVADKLLKRASTMP DRYYGINDPVADK 35.08 1524.720856 2.043652769 RBM22_HUMAN[200-212] 
YGIRGFPTIKIFQKGESPV LAAVDATVNQVLASRYGIRGFPTIK 43.6 2659.480957 6.251219794 PDIA6_HUMAN[217-241] 
YGLGTGVAQKQNEDVDSAQ YCGRLYGLGTGVAQK 64.84 1641.829712 2.065987706 CNOT8_HUMAN[255-269] 
YGLVMDLQGFGVSIYLIQV GVSIYLIQVIFGA 32.77 1378.786041 7.833702749 S22A6_HUMAN[364-376] 
YGPLPQSFDKEWVAKQTKR HYVYGPLPQSFDK 50.78 1549.756531 3.092743863 COX41_HUMAN[123-135] 
YGVIDVDTGKSTLFVPRLP STLFVPRLPASHATWMGK 40.75 1998.050934 2.436874815 PEPD_HUMAN[93-110] 
YGVRGYPTIKFFRNGDTAS KVDATEESDLAQQYGVRGYPTIK 70.67 2567.286728 2.08157505 PDIA1_HUMAN[81-103] 
YHCGVQDKAKYIENMSRGI YIENMSRGIYK 41 1372.680878 2.224843406 PHF6_HUMAN[313-323] 
YIQAQCAIIMFDVTSRVTY FDVTSRVTYK 41 1214.629547 2.763805646 RAN_HUMAN[90-99] 
YIRSALRQEKALSAIADLL ALSAIADLLTNEHERVVK 51.81 1978.084702 6.228246944 CTND1_HUMAN[711-728] 
YISAWELQRKDQLQQKIMC NYISAWELQRK 49.17 1406.730606 4.568038808 WDR18_HUMAN[60-70] 
YITRNKARKKLQLSLADFR LQLSLADFRRLCILK 38.88 1845.065826 5.087623362 PESC_HUMAN[27-41] 
YIVHDEVKDKAFELELSWV IIYIVHDEVKDK 59.55 1470.808212 1.986662827 PSA3_HUMAN[197-208] 
YKKFYEQFSKNIKLGIHED KFYEQFSK 43.23 1075.533829 1.092480746 HS90A_HUMAN[436-443] 
YKVEESAIEKHFLDCGSIM RSVFVGNLPYKVEESAIEK 76.71 2164.152786 3.977075951 RBM34_HUMAN[287-305] 
YKYIQELWRKKQSDVMRFL YIQELWRK 43.58 1134.618546 3.294499295 RL15_HUMAN[6-13] 
YLAEVASGEKKNSVVEASE GDYYRYLAEVASGEK 35.55 1719.810379 3.770764544 1433F_HUMAN[128-142] 
YLAHVASSHKGRKDHNIPG VIQYLAHVASSHK 82.45 1451.788483 -0.460810929 MYH10_HUMAN[191-203] 
YLAYVASSHKSKKDQGELE KVIQYLAYVASSHK 43.43 1605.887848 0.563551185 MYH9_HUMAN[186-199] 
YLDLHDCYLKYINLKASEK ARENPSEEAQNLVEFTDEEGYGRYLDLHDCYLK 68.32 3959.790771 7.260232084 SF3A3_HUMAN[116-148] 
YLEMIYSMCKKVLTGVAGE KVLTGVAGEDAECHAAK 103.34 1754.862122 -1.584170041 IPO7_HUMAN[724-740] 
YLGTDQSKWKAYDATHLVK AFSGYLGTDQSKWK 53.8 1586.772903 1.550946575 ESTD_HUMAN[187-200] 
YLLSLPHKNKVPWNRLFPN VPWNRLFPNADSK 30.93 1542.794296 3.946086666 MK01_HUMAN[273-285] 
YLLSRGQQVKVVSQLLRQA VVSQLLRQAMHEGLLMPVVK 46.27 2247.259537 4.0204524 DPOD1_HUMAN[555-574] 
YLPFIMELLKTLAEHQQLI HNYLPFIMELLK 57.57 1516.811172 5.68297502 UCHL5_HUMAN[290-301] 
YLPLKPRVGKAAKEYPFIL VQSVETVEGCTHEVALPAEEDYLPLKPRVGK 91.36 3449.750061 9.012826857 SK2L2_HUMAN[101-131] 
YLTTGYAGSKNGSRDRATE KLLTDGYACEVRCQNIYLTTGYAGSK 73.66 2980.442261 3.017001912 NKRF_HUMAN[234-259] 
YMAARKAVRKRPNQALLEN RPNQALLENIALYLTHMLK 94.46 2237.235382 4.223516254 SYCC_HUMAN[538-556] 
YMDLMPFINKAGCECLNES AGCECLNESDEHGFDNCLRK 84.38 2409.973618 3.4577142 TXNL1_HUMAN[133-152] 
YMEENDQLKKGAAVDGGKL GAAVDGGKLDVGNAEVKLEEENRSLK 56.82 2697.393295 -0.146066946 BAP31_HUMAN[160-185] 
YNACTLHGGKGQEQREFAL GQEQREFALSNLK 62.32 1518.779022 1.693465582 DDX23_HUMAN[699-711] 
YNLGAQSHVKISFDLAEYT IINEVKPTEIYNLGAQSHVK 31.18 2252.216446 0.570993078 GMDS_HUMAN[96-115] 
YNLVNSPHLKPAWVLDRAL WIQEHPECAYNLVNSPHLK 69.93 2334.121506 0.250629626 GDE_HUMAN[227-245] 
YNNHEIRSGKHIGVCISVA HIGVCISVANNRLFVGSIPK 56.02 2180.188828 5.368342343 HNRPQ_HUMAN[233-252] 
YNNIMALYLKTKGDFILVG ELRTECNHYNNIMALYLK 60.56 2281.098297 1.733375543 DDB1_HUMAN[898-915] 
YNPERTITVKGAIENCCRA GAIENCCRAEQEIMKK 51.18 1935.896439 1.515576939 IF2B1_HUMAN[331-346] 
YNSNMSPEEKMMKRFALEQ RFGEYNSNMSPEEK 60.47 1686.730743 1.992612048 NOP14_HUMAN[87-100] 
YNYLQVAYFKINKLEKAVA RSPYNYLQVAYFK 58.22 1647.840897 3.566485096 P3H1_HUMAN[143-155] 
YPALTPEQKKELSDIAHRI ELSDIAHRIVAPGK 43.99 1504.836151 0.572155314 ALDOA_HUMAN[15-28] 
YPDRVDYVDKVLETTVEIF CYPDRVDYVDK 41.06 1428.634369 1.969013249 VPS35_HUMAN[361-371] 
YPGRGVYLLKFDNSYSLWR FDNSYSLWRSK 42.57 1401.667694 5.976452219 GCP60_HUMAN[508-518] 
YPINEEALEKIGTAEPDYG LRYPINEEALEK 77.27 1473.782684 1.574180526 PLCG1_HUMAN[752-763] 
YPKLSQSYYSLLEVLTQDH IPHSDLLDYPKLSQSYYS 30.3 2125.036758 6.457300067 XPO7_HUMAN[875-892] 
YPLADAHLTKKLLDLVQQS KLLDLVQQSCNYK 70.18 1607.834106 2.186792771 NH2L1_HUMAN[21-33] 
YPLHDVFVRKVKMLKKPKF ACQSIYPLHDVFVRK 60.33 1831.940323 3.640402428 RS3A_HUMAN[200-214] 
YPPDYNPEGKVTKRKHDNE RLGSLVDEFKELVYPPDYNPEGK 58.18 2664.343506 5.809310986 KU70_HUMAN[517-539] 
YPTYDLTERKDFIKTTVKE KVYENYPTYDLTERK 67.02 1917.947205 3.893224996 DEK_HUMAN[349-363] 
YPVGVHFLPKKLDEAVAEA KLDEAVAEAHLGK 98.88 1379.740845 1.572034348 SAHH_HUMAN[389-401] 
YPVNSVNILKAHGRSQMES YTDIRGQPRYPVNSVNILK 33.75 2232.201477 3.070959351 TCPA_HUMAN[181-199] 
YQAAVDGARKANSTRTWKE LLYNNVSNFGRLASTLVHLGEYQAAVDGARK 78.25 3375.768738 6.097277864 CLH1_HUMAN[1216-1246] 
YQAVYPLQRRPLVVRTGAP PLVVRTGAPYRL 30.66 1340.792847 -9.066277484 SEM3F_HUMAN[452-463] 
YQCVVLLQGKNPDITKAWK RAYQCVVLLQGK 48.55 1433.781296 3.011616913 SYRC_HUMAN[289-300] 
YQDPQGRHVKTYEVSLREK FLYGCQAPTICFVYQDPQGRHVK 55.99 2783.331238 5.056530753 DDB1_HUMAN[169-191] 
YQDQEVPKPKSWGGYVLYP KNEELEQLYQDQEVPKPK 96.91 2214.116776 3.426196885 PNPO_HUMAN[187-204] 
YQEAFEISKKEMQPTHPIR KGIVDQSQQAYQEAFEISKK 113.95 2296.169891 3.777159536 1433Z_HUMAN[139-158] 
YQEFTDHLVKTHTRVSVQR SPYQEFTDHLVK 42.23 1462.709244 3.006749303 RS2_HUMAN[264-275] 
YQGLPLPCVKKIIQQVLQG KIIQQVLQGLDYLHTK 66.65 1896.083267 3.478222774 SRPK1_HUMAN[362-377] 
YQQWQLKYPKLILREASSV LILREASSVSEELHK 35.5 1709.931152 0.186557219 FTO_HUMAN[49-63] 
YRAIPGVVEKVKNSEEQYN SFYQFQHYRAIPGVVEK 53.47 2068.05304 1.432265006 SK2L2_HUMAN[588-604] 
YRAWNPFRSKLAAAILGGV LAAAILGGVDQIHIKPGAK 92.93 1871.099243 3.249961231 FBRL_HUMAN[144-162] 
YRCPGDDKSKIVRVLNLWQ IVRVLNLWQK 53.7 1267.776459 2.02164978 RBM16_HUMAN[110-119] 
YRELGNIIQKHAQANGFSV LVQTTYECLMQAIDAVKPGVRYRELGNIIQK 64.76 3605.906158 6.462453258 AMPM1_HUMAN[248-278] 
YRGLFIIDGKGVLRQITVN RGLFIIDGK 32.93 1017.597107 6.93299927 PRDX2_HUMAN[127-135] 
YRGVLNSPVKAVRDTLITQ AVRDTLITQCAQILACYRK 51.28 2279.18782 3.400772824 SC24C_HUMAN[866-884] 
YRPLFDYFLKCKENGAFTV YRPLFDYFLK 34.36 1360.717941 4.432219065 SYIC_HUMAN[293-302] 
YRQMVETELKLICCDILDV MIREYRQMVETELK 34.18 1824.922577 1.92610911 1433E_HUMAN[81-94] 
YRRSVPTWLKLTSDDVKEQ GLSQSALPYRRSVPTWLK 44.5 2058.137421 3.848139546 RS13_HUMAN[10-27] 
YRTLSGHTAKITSVAWSPH TVIESSPESPVTITEPYRTLSGHTAK 56.29 2799.429047 4.552714066 GEMI5_HUMAN[616-641] 
YRWAGVEDPKVMITTSRDP VMITTSRDPSSRLK 31.53 1605.85083 -1.58607509 IMP4_HUMAN[85-98] 
YRWLLSDYVKVSNISADDM AIYRWLLSDYVK 36.51 1525.829269 4.512300386 CPSF3_HUMAN[101-112] 
YSESLARYGKSPYLYPLYG LYSESLARYGK 49.25 1285.666611 0.086336535 GDIA_HUMAN[211-221] 
YSIYIYKVLKQVHPDTGIS QVHPDTGISSK 68.93 1167.588409 0.592674606 H2B1A_HUMAN[49-59] 
YSKNKKGQVKRSIFASPES RSIFASPESVTGK 64.97 1377.72522 3.96595774 SPF30_HUMAN[196-208] 
YSLDPENPTKSCKSRGSNL VRYSLDPENPTK 53.65 1417.720123 3.061958372 RL17_HUMAN[2-13] 
YSQSERNLCKYSHEVLSEE LNLLGRCNYSQSERNLCK 43.23 2224.084061 -0.462212745 ZCCHV_HUMAN[90-107] 
YSQYQQAIYKCLLDRVPEE CLLDRVPEEEK 51.24 1386.68129 1.993248211 ANM5_HUMAN[344-354] 
YSRPKQLPDKWQHDLFDSG WQHDLFDSGFGGGAGVETGGK 53.51 2120.955231 4.51211787 THOC4_HUMAN[87-107] 
YTAGYNSPVKLLNRNNEVW LLNRNNEVWLIQK 46.97 1638.920532 2.740828437 HEBP2_HUMAN[185-197] 
YTGNYDQYVKTRLELEENQ TRLELEENQMK 54.3 1389.692169 1.543507295 ABCF2_HUMAN[316-326] 
YTKAWEEYYKKIGQQPQQP KIGQQPQQPGAPPQQDYTK 63.69 2108.065063 -0.360045813 FUBP2_HUMAN[628-646] 
YTLSKRINGKWSGQSAGGC WSGQSAGGCGNFQETHK 68.31 1849.780212 1.232578868 CAN7_HUMAN[696-712] 
YTMPDPRNPKQSNSYDMFM YPLAVRPFYTMPDPRNPK 41.61 2161.114243 4.705443052 SYDC_HUMAN[394-411] 
YTPHHRTGDKWCIYPTYDY WCIYPTYDYTHCLCDSIEHITHSLCTK 50.62 3472.498505 5.006769614 SYQ_HUMAN[432-458] 
YTQYYDHISKQKEEIRRCI LIGISQRDYTQYYDHISK 35.86 2199.096008 3.948440618 CD123_HUMAN[187-204] 
YTTPSKGSQKRAISTPETP RAISTPETPLTK 53.59 1312.735046 1.887661952 DPOA2_HUMAN[123-134] 
YTYSENRVEKDGLILTSRG MMNGGHYTYSENRVEK 38.53 1914.835236 -0.263208025 PARK7_HUMAN[133-148] 
YVCTVPGCDKRFTEYSSLY RFTEYSSLYK 44.78 1292.640076 1.722057084 ZN143_HUMAN[385-394] 
YVDQIPKAAKGTVGSILDR GTVGSILDRKDETK 58.93 1517.804932 0.146263855 ABCE1_HUMAN[182-195] 
YVENQFREFKLSKVWRDQH LLNENSYVPREAGSQKDENLALYVENQFREFK 32.95 3799.880493 5.242270128 TFR1_HUMAN[146-177] 
YVERGQEHVKTALENQKKA NILSSADYVERGQEHVK 39.32 1943.970078 3.696558955 STX4_HUMAN[244-260] 
YVGIARDQTKSIVEKIQAK TQIDHYVGIARDQTK 68.14 1743.890396 -0.237400241 RTN3_HUMAN[999-1013] 
YVGLVRVLAKHGKLQDAIN YVGLVRVLAK 48.3 1116.701904 3.035725101 LPPRC_HUMAN[751-760] 
YVKDLSQLTKLHSFLGDDV LHSFLGDDVFLRELAK 74.1 1858.994125 5.179682857 PYGL_HUMAN[522-537] 
YVNGKTFLEKRYNEDLELE RYNEDLELEDAIHTAILTLK 72.06 2356.227386 5.286416784 PSA2_HUMAN[177-196] 
YVPEVTGTHKVTVLFAGQH NRTFSVWYVPEVTGTHK 51.39 2020.016678 2.665324529 FLNA_HUMAN[339-355] 
YVVDLKKFRKIAAGDRLRG IAAGDRLRGQYQGLSQDPNSLSNLDQDLPNNMIHQVPIK 62.93 4315.176727 5.368262175 UGGG1_HUMAN[1404-1442] 
YVVTGAWSAKAAEEAKKFG AGRCADYVVTGAWSAK 91.38 1710.814789 2.644938557 SERC_HUMAN[95-110] 
YWLLEEMLTKELLELDSVE ELLELDSVETGGQDSVRQARK 63.17 2329.187347 1.749966573 BAG4_HUMAN[419-439] 
YWRLIGELAKEIRKKKDLK FNEYWRLIGELAK 75.21 1637.856537 6.036548243 S10AD_HUMAN[73-85] 
YYADATGRCKVCHNSCASC VCHNSCASCSGPTPSHCTACSPPK 38.45 2658.050217 -1.7369875 FRAS1_HUMAN[607-630] 
YYPTEDVPRKLLSHGKKPF MPRYYPTEDVPRK 36.28 1650.818787 -0.766892169 RL6_HUMAN[112-124] 
YYYTKEEQFKQVFKELEFL EYYYTKEEQFK 62.53 1526.692886 1.968961818 CSN6_HUMAN[103-113] 
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Supplementary Table 4. Observed cleavage contexts from Lys-N digested HEK293 lysate 
      
 
Derived context Identified peptide Score Mass ppm Accession 
AAAAAAAAAGSGAPEPLDG QSQAKAVAAAVAAAAAAAAAAA 33.7 1823.985291 1.224242329 LBXCO_HUMAN[507-528] 
AAAAGVSSTKSKKGAKSHQ KPQRAPTTAAAAAAGVSST 69.22 1754.92749 -1.474704804 MAGB2_HUMAN[61-79] 
AAAAVMSSSKVTTVLRPTS KVTTVLRPTSQLPNAATAQPAVQH 80.38 2527.38707 1.488889472 SP130_HUMAN[244-267] 
AAASPPLLRCLVLTGFGGY KTEAASDPQHPAASEGAAAAAASPPLLR 45.56 2684.351746 2.054872283 VAT1_HUMAN[22-49] 
AAEVAATEIKMEEESGAPG KMEEESGAPGVPSGNGAPGPKGEGERPAQNE 95.68 3062.399918 -1.732628051 HNRPM_HUMAN[17-47] 
AAIAGAKLRKVSRMEDTSF KVSRMEDTSFPSGGNAIGVNSASS 81.52 2397.123047 -0.064660844 ENAH_HUMAN[403-426] 
AAIAYGLDKKVGAERNVLI KDAGTIAGLNVLRIINEPTAAAIAYGLDK 97.3 2967.639267 6.942892362 HSP7C_HUMAN[159-187] 
AALAAMNGRKILGKEVKVN KILGKEVKVNW 30.77 1312.786682 9.361002948 TIAR_HUMAN[72-82] 
AALMELLREKEERILALEA RIQQRQGNCQPTNVSEYNAAALMELLRE 51.29 3288.609116 3.127461987 AMOT_HUMAN[639-666] 
AASASASAAASSPAGGGAE KRSTAPSAAASASASAA 47.14 1503.764084 -0.373728836 TIF1B_HUMAN[31-47] 
AASIGQVHLARMKGGREVA KLEYFEERPFAAASIGQVHL 31.88 2304.190231 3.246693741 ADCK3_HUMAN[327-346] 
ADESTGSIAKRLQSIGTEN RIVAPGKGILAADESTGSIA 75.7 1925.058167 0.77763884 ALDOA_HUMAN[22-41] 
ADRHPERRMRAAFTAFEEA RAAFTAFEEAQLPRL 57.8 1718.91037 1.84535509 CC124_HUMAN[170-184] 
AEDIAYQLSRSRNITYLPA RSRNITYLPAGQSVLLQLPQ 35.54 2253.259323 3.048916709 PHB_HUMAN[253-272] 
AEEPSKVEEKKAEEAGASA KKAEEAGASAAACEAPSAAGPGAPPEQEAAP 62.68 2890.34024 3.183708227 MARCS_HUMAN[267-297] 
AEPKEVPAHSTEVGRDHNE STEVGRDHNEEEGEETGLRDE 73.64 2387.010895 0.966061782 LRRF1_HUMAN[491-511] 
AEQAISVRQQVVLENAAKK KAAAEQAISVRQ 92.26 1270.69931 -0.572912879 EXOSX_HUMAN[758-769] 
AEVVHPGDLKNSVEVALNK KDFAAEVVHPGDL 59.35 1396.698685 0.364430786 SYYC_HUMAN[297-309] 
AEYCRACRLKSTCIYGGAP TRELAQQVQQVAAEYCRACRL 40.45 2549.259079 0.083161418 DDX5_HUMAN[176-196] 
AFQKQNDTPKGPQPPTVSP KGPQPPTVSPIRSSRPPPA 33.1 1968.090485 -0.778419494 NOL1_HUMAN[778-796] 
AFTTTLQHHKDEVAGDIFD RIPEFNMAAFTTTLQHH 55.64 2012.989059 2.594648976 AR2BP_HUMAN[84-100] 
AGDNQGDEAKEQTFSGGTS KEQTFSGGTSQDTKASE 58.69 1799.817352 0.127790745 TR150_HUMAN[202-218] 
AGMNAAVRSTVRIGLIQGN KSGSHTVAVMNVGAPAAGMNAAVRS 33.22 2382.189621 0.52010973 K6PF_HUMAN[397-421] 
AGTCGVLLRKVNGTAIIQL IRAAGTCGVLLR 43.62 1285.728867 1.886089721 RM02_HUMAN[207-218] 
AHEVELQRQKEAEKLERQL KPSQAPAVEVAPAGASYNPSFEDHQTLLSAAHEVELQRQ 56.41 4172.056259 -0.917293479 GSCR2_HUMAN[231-269] 
AHLCAEAALRLVKPGNQNT RLVKPGNQNTQVTEAWN 70.03 1954.00206 1.490274785 PA2G4_HUMAN[155-171] 
AIKPGTPLYAAHFRPGQYV AAHFRPGQYVDVTA 35.37 1530.757935 0.938750646 RM03_HUMAN[195-208] 
AIVRIMKMRKTLSHNLLVS KTLSHNLLVSEVYNQL 48.78 1856.999588 2.049542727 CUL4B_HUMAN[844-859] 
AKCFAGLLNKHPAGQQLDE KHPAGQQLDEFLQLAVD 33.69 1907.974121 3.952359687 MMS19_HUMAN[767-783] 
AKDADERIEKVQTRLEETQ KVQTRLEETQALLR 44.25 1683.963135 -1.106318756 DCTN1_HUMAN[993-1006] 
AKEAAQYGKKVMVLDFVTP KVMVLDFVTPTPLGTRWGLGGTCVNVGCIPK 52.17 3371.755692 5.051077704 TRXR1_HUMAN[187-217] 
AKLLNLYPRKGRIIPGADA KGRIIPGADADVVVWDPEAT 63.8 2108.090225 4.727976005 DPYL5_HUMAN[391-410] 
ALEEEQARLKALKEQRLKE KQAALEEEQARL 52.64 1384.730988 1.289059041 PICAL_HUMAN[324-335] 
ALNNFQAVQRRVSEKEKES KERLMNDFSAALNNFQAVQ 54.52 2195.0793 4.070012414 STX12_HUMAN[103-121] 
ALRETGVIEKLLTSYGFIQ KLLTSYGFIQCSERQA 50.69 1899.951263 3.537459161 CSDE1_HUMAN[32-47] 
ALSALESFLKQVSNMVAKN KKAALSALESFL 32.23 1276.739044 4.063477203 PRKDC_HUMAN[309-320] 
AMADTFLEHMCRLDIDSPP MCRLDIDSPPITARNTGIICTIGPASRSVETL 32.5 3513.774185 2.537727108 KPYM_HUMAN[30-61] 
AMEPIVISAKTMLESAGGL KTMLESAGGLIQTAR 54.33 1574.845001 0.738485374 TLN1_HUMAN[1604-1618] 
AMQHFLPVLKDRFIQLLSD KDRFIQLLSDQSDQSVLIQ 47.78 2232.175003 6.298341295 IPO7_HUMAN[182-200] 
AMVEMADGYAVDRAITHLN KSKPGAAMVEMADGY 36.32 1553.721771 2.280331052 HNRPL_HUMAN[385-399] 
ANAEDIKSGKLSRELDFVS KLQAANAEDIKSG 82.82 1343.704453 -0.833516625 NUCB1_HUMAN[71-83] 
ANVIFGQTGKISATEDTPE KISATEDTPEAEGEVPELYHQR 46.65 2498.192474 0.803781142 KBP_HUMAN[285-306] 
APPLPRALAKPAVFIPVNR KPAVFIPVNRSPEMQEERL 33.71 2239.178284 1.257604194 DHX37_HUMAN[232-250] 
APSGEGAGSKGEAVLRPGL KGEAVLRPGLDAEPELSPEEQRVLER 38.19 2916.530441 0.675802993 CG050_HUMAN[43-68] 
APYIAKAGEKSLNGAVPLG KSLNGAVPLGSNAREESSIHC 52.78 2225.085846 1.337476487 ADNP_HUMAN[203-223] 
AQAVETPGWKAPEDAGPQP KAPEDAGPQPGSYEIRHYGPA 79.69 2239.065765 -0.876258317 HEBP2_HUMAN[26-46] 
AQLHLQLQSKHDAATCFVD KHDAATCFVDAGNAF 51.86 1622.714752 -0.713618952 SNAA_HUMAN[78-92] 
AQRYNELSYKTIVHESERL KFIEAAQRYNELSY 56.24 1730.862732 2.133040322 CSN4_HUMAN[200-213] 
AQVRQATNQIVMNCADIDI KLEAAAQVRQATNQ 81.42 1526.816467 -0.298005693 PSAL_HUMAN[79-92] 
ARELAPMIDKDKEALMEEI KDKEALMEEIL 40.54 1317.684952 0.151781349 BICD1_HUMAN[665-675] 
AREQAKEACKAAAEQAISV KAAAEQAISVRQ 92.26 1270.69931 -0.572912879 EXOSX_HUMAN[758-769] 
ARHEHQVMLMRQDLMRRQE LEMEMEAARHEHQVML 37.67 1952.890625 -0.329255511 NONO_HUMAN[296-311] 
ARIINDLLQSLRSGPPGPP IMGPPDRCEHAARIINDLLQ 39.29 2318.162323 3.317714175 FUBP2_HUMAN[372-391] 
ARKHRQQRRKDPEGTPYIN KDPEGTPYINHPIGVAR 59.94 1862.963882 1.475605634 HDDC3_HUMAN[25-41] 
ARLQPGDTAKAVVAQAVRH KSEDVWLEAARLQPGDTA 43.39 1984.985397 3.222693733 PRP6_HUMAN[341-358] 
ARPATSTLNRFSALQQAVP KGSSGGSGAKPSDAASEAARPATSTLN 74.34 2474.199692 -0.775604332 IF4G1_HUMAN[1096-1122] 
ARQLLDFSQKLDINLLDNV MLADHAARQLLDFSQ 46.59 1714.846069 2.475440844 XPO1_HUMAN[7-21] 
ARTPRSKKKKKLGAGEGGE KKLGAGEGGEASVSPE 58.18 1514.757629 -0.300378088 TCOF_HUMAN[1365-1380] 
ASAGRDEIVKALLGKGAQV KDDAGWSPLHIAASAGRDEIV 73.57 2207.097076 2.961355924 PSD10_HUMAN[69-89] 
ASASASAAASSPAGGGAEA KRSTAPSAAASASASAAA 45.91 1574.801193 -0.285750355 TIF1B_HUMAN[31-48] 
ASCLEDLRSKACDILAIDK NYSREQHGVAASCLEDLRS 48.06 2191.007599 -0.003194877 DFFA_HUMAN[26-44] 
ASGDATVRQKIASLPQEVQ KALQDLENAASGDATVRQ 52.18 1885.949341 3.091811574 CT077_HUMAN[182-199] 
ASGPASTAASMVIGPTMQG KRVVQAAPPAAQTLAASGPASTAA 32.18 2233.21785 3.582722572 TAF4_HUMAN[348-371] 
ASILGKPADRVNVTVRPGL RVNVTVRPGLAM 33.75 1311.744522 2.957130703 DDTL_HUMAN[37-48] 
ASRPPVTLRLVVPASQCGS KLEEDISSSMTNSTAASRPPVTLR 67.5 2589.306793 1.432815922 PCBP2_HUMAN[78-101] 
ASSLQQASLKLFEMAYKKM KDSETGENIRQAASSLQQASL 59.44 2232.098175 3.089917853 GRP75_HUMAN[625-645] 
ASSSFRSSDKPIRTPSRSM KIAASSSFRSSD 47.57 1254.620407 0.13948442 SH3G1_HUMAN[282-293] 
ATAAAAAAAAAAVTAASTS LLPTSGAAATAAAAAAA 32.51 1397.751404 7.79823935 RBM4_HUMAN[276-292] 
ATAAADFTAKVWDAVSGDE KDATKAATAAADFTA 54.11 1451.725601 1.481684968 STRAP_HUMAN[69-83] 
ATAEERGRLKEELEEARDI KEMDEAATAEERGRL 47.43 1704.810043 -0.980754429 IF4G1_HUMAN[867-881] 
ATAQPAVQHIIHQPIQSRP KVTTVLRPTSQLPNAATAQPAVQH 80.38 2527.38707 1.488889472 SP130_HUMAN[244-267] 
ATNRPDRIDKALMRPGRID KDVTILAATNRPDRID 55.08 1796.974442 -0.879255688 SPAT5_HUMAN[764-779] 
AVDLPAVSEKDIQDLKFGV KKGVNLPGAAVDLPAVSE 62.72 1763.978134 0.645699614 KPYM_HUMAN[206-223] 
AVGGVFDVSNADRLGFSEV KRGTGGVDTAAVGGVFDVS 70.15 1791.911575 3.620156313 KCRB_HUMAN[319-337] 
AVLRNQIHVKSPPREGSQG KSPPREGSQGELTPANSQSRMSTNM 47.41 2689.254776 -0.406804149 CSN1_HUMAN[447-471] 
AVNAFQEAASLLGKKYGET KHLVMGDIPAAVNAFQEAA 61.59 1981.009109 5.434099193 NASP_HUMAN[52-70] 
AVQAQHSATKVKDPTEEAT KVVSAAVQAQHSAT 61.23 1395.747025 -0.072362683 RBGPR_HUMAN[1219-1232] 
AYKEAFEISKEQMQPTHPI KEQMQPTHPIRLGLAL 45.15 1831.013794 2.184582122 1433F_HUMAN[162-177] 
AYPPAPFMHILTPHQQPHS KQGFHSGTPAASFNLPSALGSGGPINPATAAAYPPAPFMH 99.09 3933.926071 2.010713943 UBP2L_HUMAN[995-1034] 
CAEVAYALYKLAAQENRPV KLAAQENRPVTDHLDEQAVQGL 60.9 2431.245529 1.375838006 TBCD_HUMAN[634-655] 
CCTLRIDFSKLTSLNVKYN KLTSLNVKYNND 32.99 1407.735764 0.524956472 PTBP1_HUMAN[259-270] 
CDEERVEEAKLLVSQGASI KASTNIQDTEGNTPLHLACDEERVEEA 102.07 3026.388687 1.776374602 PSD10_HUMAN[162-188] 
CDNGCIWDLKFCPSGAWEL KFCPSGAWELPGTPR 62.56 1701.829712 0.052884257 TF3C2_HUMAN[474-488] 
CFEPANQMVKCDPRHGKYM KAYHEQLSVAEITNACFEPANQMV 61.04 2749.283951 1.110107233 TBA1A_HUMAN[280-303] 
CFRQFFTKIKTADRQYMEG KTADRQYMEGFNDELEAF 75.24 2162.957855 5.195200625 CDC37_HUMAN[242-259] 
CGVDFEIRAFCAKSLEEKS KACGVDFEIRA 34.28 1264.623398 3.658006018 ARRB2_HUMAN[139-149] 
CIGTKPSIPLLFLKDPRLA MDDIAACIGTKPSIP 31.38 1603.758575 1.669203858 FMO4_HUMAN[434-448] 
CKRDIELLLKLIANLNMLL KLIANLNMLLRDENVNVVK 37.25 2195.245956 2.489926008 SYMPK_HUMAN[109-127] 
CLLLQKTLSMREVRSCFED MREVRSCFEDPEW 32.68 1739.739563 2.196305747 MBB1A_HUMAN[1040-1052] 
CQIARAYGLKILGTAGTEE KAGESVLVHGASGGVGLAACQIARAYGL 62.06 2711.417709 4.312872916 QOR_HUMAN[147-174] 
CSGAAQVRIKILASLVTQF KAVACSGAAQVRI 79.25 1329.718689 1.861295942 SYMPK_HUMAN[574-586] 
CSKRKEVLQKTMGFCYQIL KTMGFCYQILTEPNADPRK 46.82 2268.103088 3.030726441 IPO7_HUMAN[410-428] 
CTILLRGASKEILSEVERN KEILSEVERNLQDAMQVCR 58.74 2317.15181 3.328223885 TCPG_HUMAN[381-399] 
DAETLRKAMKGLGTDEESI KGLGTDEESILTLLTSRSNAQRQEISAAF 71.1 3134.620728 2.808952267 ANXA5_HUMAN[29-57] 
DAKALRKAMKGLGTDEDTI KGLGTDEDTIIDIITHRS 76.21 1983.027283 4.448249439 ANXA6_HUMAN[377-394] 
DAPMFVMGVNHEKYDNSLK KRVIISAPSADAPMFVMGV 43.08 1988.058716 5.205077655 G3P_HUMAN[117-135] 
DATEQVGQHKDAYQVILDG RNYGILADATEQVGQH 106.4 1770.864899 1.623500472 API5_HUMAN[9-24] 
DATRCSICQKTGEVLHEVS KTGEVLHEVSNGSVVH 43.26 1690.863861 -0.585499532 ZMYM3_HUMAN[414-429] 
DAVAVTMGPKGRTVIIEQS KGRTVIIEQSWGSP 42.17 1556.831085 1.219785511 CH60_HUMAN[58-71] 
DCELSAKLLRRADLNQGIG RRADLNQGIGEPQSP 52.14 1636.82811 1.114350364 EFHD2_HUMAN[61-75] 
DCNEAFIKIKMAFRPGVVD KMAFRPGVVDLPEENREAAYN 30.59 2405.179733 0.041576934 RAD21_HUMAN[86-106] 
DCRALIDKLKVCNDEQLLL KTPTEAPADCRALIDKL 38.12 1897.993118 2.711284857 HUWE1_HUMAN[10-26] 
DDKKLQFSLKKLGVNNISG KKLGVNNISGIEEVNMFTNQGTVIHFNNP 69.57 3213.624069 4.245673952 BTF3_HUMAN[93-121] 
DDKYNDTFWKEFGTNIKLG KIADDKYNDTFW 54.9 1514.704147 3.01511025 ENPL_HUMAN[474-485] 
DEFFIPREVKVLSIDQRNF KFSADEFFIPREV 64.7 1583.798386 3.269355523 ARCH_HUMAN[99-111] 
DEGRAGTSHKDNPAPSSSK KDGETSLVTGEADEGRAGTSH 71.91 2115.966873 -2.217426019 WDR22_HUMAN[678-698] 
DESTGSIAKRLQSIGTENT RIVAPGKGILAADESTGSIAK 74.42 2053.153122 1.923870148 ALDOA_HUMAN[22-42] 
DETKEWIEEKNQALNTDNY KNQALNTDNYGHDLASVQALQR 92.91 2455.220367 0.972214157 SPTA2_HUMAN[1252-1273] 
DFAKWRCVLKIGEHTPSAL KIGEHTPSALAIMENANVLARY 83.04 2397.247406 0.511419888 ALDOA_HUMAN[153-174] 
DFIQQGIRCNCVCPGTVDT KSVAADFIQQGIRC 92.5 1591.814056 2.612114138 BDH2_HUMAN[159-172] 
DFREDPDPRKVNLGVGAYR KVNLGVGAYRTDDCHPWVLPVV 36.67 2494.279129 2.551037663 AATC_HUMAN[33-54] 
DGKPGRQSRKEVTQATQPE KEVTQATQPEAIPQGTNITEEKPGR 88.06 2721.393311 2.943712681 BCOR_HUMAN[1235-1259] 
DIGLAAWGRKALDIAENEM KALDIAENEMPGLMRM 85.49 1817.883743 0.010451713 SAHH_HUMAN[20-35] 
DIIRTCLGPKSMMKMLLDP KTIADIIRTCLGP 59.08 1456.807175 2.544605809 TCPG_HUMAN[31-43] 
DIKMENGKSKGCGVVKFES KGCGVVKFESPEVAERAC 69.65 2021.966278 -1.818032299 HNRPM_HUMAN[692-709] 
DISQVYTQNAEMRPLGCCM KRIADISQVYTQN 51 1534.810333 -0.515373127 PSA6_HUMAN[116-128] 
DIYMEDGLIKQIGENLIVP KQIGENLIVPGGVKTIEAHS 58.75 2089.153137 3.990612202 DPYL2_HUMAN[43-62] 
DKDGNVTCEREVPGPDCRF REVPGPDCRFL 38.13 1344.660858 2.465305642 FSCN1_HUMAN[82-92] 
DKKGLHVVEIREECGPLPI IREECGPLPIVVASPRGPLR 41.49 2215.225922 0.464963862 RT05_HUMAN[373-392] 
DKKTLETHIKIFHAPNASA KIFHAPNASAPSSSLSTF 59.68 1860.936996 -0.334240225 ADNP_HUMAN[126-143] 
DLQFRPRTGKAASTPLLPE KAVQGFFTSNNATRDFLLPFLEEPMDTEADLQFRPRTG 37.5 4358.143005 2.297997103 PSMD3_HUMAN[115-152] 
DLQNDEVAFRKFKLITEDV KIASDGLKGRVFEVSLADLQNDEVAF 63.3 2820.465759 5.266151504 RS3A_HUMAN[56-81] 
DLQPQLKIDKAVAFQNPQT KAVAFQNPQTHVIENLHAAAY 70.8 2321.191635 3.308214576 QCR2_HUMAN[162-182] 
DLRLNEPRYATLPNIMKAK KLPAVVTADLRLNEPRY 41.37 1954.09996 1.454889749 ETFB_HUMAN[176-192] 
DLSNMEIGMKVALEGLRPT KVALEGLRPTIPPGISPHVC 47.66 2140.182678 1.2629763 ILK_HUMAN[403-422] 
DMARLDFNLIRVVACNLYP RNIPEDNADMARLDFNL 37.13 2002.953033 4.603702557 PUR9_HUMAN[79-95] 
DNTVGRFLMSLVNQVPKIV KVSADNTVGRFLM 40.44 1436.744583 2.644172141 EIF3F_HUMAN[297-309] 
DPMKARVVLKYRHSDGNLC KLYLADPMKARVVL 40.65 1615.948334 0.60521737 SRP09_HUMAN[16-29] 
DQGEIRVGCKYQAEIPDRL KYQAEIPDRLVEGESDNRNQQ 38.24 2488.194199 0.210594495 MTA2_HUMAN[152-172] 
DREDDPNFFKMVEGFFDRG KMVEGFFDRGASIVED 55.21 1798.855988 2.549398079 DHE3_HUMAN[68-83] 
DREREAILAIHKEAQRIAE KSTLPDADREREAILA 47.77 1783.94278 -0.715269578 ACTN4_HUMAN[574-589] 
DRLLEMTSRKNTPHFNRKR KAVADRLLEMTSR 38.49 1488.808212 1.141852917 RRP1B_HUMAN[301-313] 
DSLNNLANIKREQGNIEEA RLCPTHADSLNNLANI 95.29 1807.899887 2.491841519 OGT1_HUMAN[321-336] 
DSPDSQEEQKGESSASSPE KRGGGDEESGEHTQVPADSPDSQEEQ 78.61 2768.175751 -0.711298768 AKA12_HUMAN[536-561] 
DSRSQVQRARYEAANWKYK KITENIGCVMTGMTADSRSQVQRA 52.51 2652.278183 1.141660034 PSA6_HUMAN[71-94] 
DVESLLVQCILDNTIHGRI ILDNTIHGRIDQVNQLLELDHQ 58.16 2583.3405 2.637283006 CSN2_HUMAN[393-414] 
DVVQVCEGKKKQTNYLRTL KLLQDVRQDLADVVQVCEGK 53.72 2312.215836 2.991935222 DYHC1_HUMAN[4422-4441] 
DWLSHYWMPKWINATDPSA KWINATDPSARTLTHY 60.49 1872.948227 2.405298734 ASNS_HUMAN[540-555] 
EAAQRLAEEKAQASSIPVG KAQASSIPVGSRCEVRAAGQSP 38.92 2255.144043 -0.611934304 TBCB_HUMAN[153-174] 
EADKNDKSVKDLVILLYET KDLVILLYETALLSSGFSLEDPQTHA 60.33 2859.49057 1.25651752 HS90A_HUMAN[660-685] 
EADVASLNRRIQLVEEELD RIQLVEEELDRAQE 58.46 1726.884933 2.390431419 TPM1_HUMAN[91-104] 
EAEAREKETKALSLARALE KALSLARALEEAMEQ 40.3 1658.866089 1.55708771 MYH9_HUMAN[1477-1491] 
ECDAFEEKIKAAGGIELFV KAAGGIELFVGGIGPDGHIAFNEPGSSLVSRTRV 52.01 3407.794998 1.896240825 GNPI1_HUMAN[126-159] 
ECYTMLKQDKDAIAILDGI KDAIAILDGIPSRQRTP 36.66 1850.037369 0.395667683 APC7_HUMAN[119-135] 
EDALHNLDRKWICGRQIEI VQFEDVRDAEDALHNLDR 50.11 2141.013748 4.910757817 FUSIP_HUMAN[56-73] 
EDCKTCGYNYKQLPCWETV YKQLPCWETVLGQEMY 30.11 2059.938324 3.838949889 TMC4_HUMAN[464-479] 
EDDSRDSQVKSEVQQPVHP KISANENSLAVRSTPAEDDSRDSQV 66.88 2688.295044 1.527734096 LIMA1_HUMAN[324-348] 
EDEELQNMDKEDALICFEE KEDALICFEEHIRALE 66.75 1971.972366 4.775928995 PR40A_HUMAN[574-589] 
EDGENYDIKKQAEILQESR KQAEILQESRMMIPDCQR 35.88 2232.081284 1.056861153 TBCA_HUMAN[52-69] 
EDKGTGNKNKITITNDQNR KITITNDQNRLTPEEIER 49.19 2169.138916 0.431046621 GRP78_HUMAN[523-540] 
EDLVANFFPKKLLELDSFL KKLLELDSFL 44.96 1204.706696 3.29208762 PSME3_HUMAN[36-45] 
EDMEEEQAFKRSRNTDEMV KRPAEDMEEEQAF 61.71 1578.69838 1.67353057 HNRPK_HUMAN[21-33] 
EDSVFVIVNKEKPDIFQLV KEKPDIFQLVSV 31.24 1401.786758 2.58527196 WDR75_HUMAN[121-132] 
EDYRWQWTSFLSAASTAIY FLSAASTAIYVYMYSFYYYFFKT 31.56 2845.338943 0.537370075 TM9S3_HUMAN[519-541] 
EEAAAEITRKLEKQEKKRL KEAMVQAEEAAAEITR 41.12 1745.86174 4.153822627 NOL5A_HUMAN[422-437] 
EEAAGASPAKANGQENGHV KAPRGDVTAEEAAGASPA 85.62 1696.837997 -1.205182819 MRP_HUMAN[7-24] 
EEAKKFLAPKDKPSGDTAA KDKPSGDTAAVFEEGGDVDDLLDMI 85.15 2636.216354 -0.379710868 KU86_HUMAN[708-732] 
EECPETAEAKCAAPRPPSS KCAAPRPPSSSPEQRTGQPSAPGDTSVNGPV 60.9 3131.505432 0.220341307 SAPS3_HUMAN[843-873] 
EEEATVPNNKITVVGVGQV KITVVGVGQVGMACAISILG 57.67 1972.084961 0.975110118 LDHB_HUMAN[23-42] 
EEIQGDGPKKERTKLITPQ KLSAAEEIQGDGPK 79.54 1441.741241 0.638810886 PATL1_HUMAN[442-455] 
EEQAQARAQAQAAAEKLRK KQSAEEQAQARAQ 44.32 1443.706573 -1.336836748 PLEC1_HUMAN[2255-2267] 
EEQYSDLEKEKIMKELEIK EKIMKELEIK 48.99 1275.71077 9.259935934 ROCK2_HUMAN[942-951] 
EFEEQNVRKKQRPLTASLQ KQRPLTASLQCNSTAQTE 56.95 2032.000732 -0.407972294 CGBP1_HUMAN[82-99] 
EFVKLAELPCLEDLVFVGN LVKDWAEFVKLAELP 32.53 1756.976334 -3.507161639 DNAL1_HUMAN[126-140] 
EFVTRFGGNKVIEKVLIAN KIDSQRDFTVASPAEFVTRFGGN 83.15 2541.261215 2.029700831 ACACA_HUMAN[93-115] 
EGIIHDTETKMEEFKDQLP KERVEAVNMAEGIIHDTET 63.12 2141.042252 0.631001092 GRP75_HUMAN[576-594] 
EGQALLLAKETLTGELAGL REQLEAEGQALLLAK 36.62 1667.920578 9.673122457 CROCC_HUMAN[927-941] 
EGRKPSGVSQEALRRQGSA QEALRRQGSASGKAP 31.43 1554.822617 -7.63045242 SGSM2_HUMAN[106-120] 
EGSRSQGPEKASQASYFAV SESGPRCSSPVDTECSHAEGSRSQGPE 49.81 2889.18898 1.565491227 SAPS2_HUMAN[763-789] 
EHGIFLPPNMQGLTDDQIE MQGLTDDQIEELKL 43.78 1647.802536 -1.458305803 CU059_HUMAN[62-75] 
EIEYAMAYSKAAFERESDV KAAFERESDVPLKTEEFEVT 61.44 2324.15358 1.919408441 CS010_HUMAN[125-144] 
EIRDQKADKKRGEGEDEVE KRGEGEDEVEEESTALQ 96.03 1904.859909 2.589691755 RSF1_HUMAN[789-805] 
EKEQEEEEQKQEMEVKMEE KEIAIVHSDAEKEQEEEEQ 56.07 2240.044388 0.546864163 PININ_HUMAN[340-358] 
EKQKHDGRVKIGHYVLGDT KIGHYVLGDTLGVGTFG 47.94 1732.914856 3.258094292 AAPK2_HUMAN[12-28] 
EKRMLDPSIKGTFHWSGNE KGTFHWSGNEQMT 45.74 1521.667068 -0.7071192 MAT2B_HUMAN[245-257] 
ELAQQEWLQMQQAAQQAQL KARQQQAELAQQEWLQ 41.39 1954.002029 1.531216424 NC2B_HUMAN[128-143] 
ELKMTGNCLKGSRPLLSFD KGSRPLLSFDPAFDELPHY 44.41 2188.095291 3.02134922 BXDC2_HUMAN[160-178] 
ELLRELSLTKEEELLFLQL KDVSVAELLRELSLT 37.09 1671.940674 3.778842215 RPC4_HUMAN[247-261] 
ELMQQVNVLKLTVEDLEKE KLTVEDLEKERDFYFG 62.9 1987.98909 2.713294568 MARE1_HUMAN[204-219] 
ELTGDHQLCKEEISATQII KRLATYGITVAELTGDHQLC 52.77 2245.152496 -0.927776623 U520_HUMAN[557-576] 
EMNRGSNEWKTVVGGAMFF KESFAEMNRGSNEW 39.65 1683.731079 1.214564502 COX41_HUMAN[87-100] 
EMVNKNSELKLIYVTPEKI KLIYVTPEKIAKS 44.05 1488.891525 -0.626640682 RECQ1_HUMAN[185-197] 
EMYVAKFAAKGEGQLGPAE KGEGQLGPAERA 54.92 1211.625824 0.419271354 EF2_HUMAN[239-250] 
EQDIREEIRKVVQSLEQTA KVVQSLEQTAREILTLLQGVHQGAGFQDIP 56.22 3274.76738 5.509704326 TSN_HUMAN[26-55] 
EQEEQERLQKQKEEAEARS KAQAEQEEQERLQ 52.7 1585.769562 -1.084016266 MA7D1_HUMAN[661-673] 
EQTLQSDFLKDVELSKMAP KRCTAEQTLQSDFL 35.92 1695.825012 0.377397429 CD2L7_HUMAN[1007-1020] 
EQVIAGFNRLRQEQRGLAS KGAVSAEQVIAGFNR 86.07 1545.826324 3.040445053 PFD2_HUMAN[18-32] 
EQYSEKLAYMPHTFFIGDH MPHTFFIGDHANMFPHL 30.27 2010.923309 1.990627878 OGT1_HUMAN[699-715] 
EREIADLRRRLSEGQEEEN RLSEGQEEENLENEMK 88.29 1933.868668 2.437600897 RABE1_HUMAN[160-175] 
ERSIHDALCVIRCLVKKRA KLVIEEAERSIHDALC 63.34 1881.961807 2.701967692 TCPD_HUMAN[395-410] 
ESDLDYIQYRLEYEIKTNH RLEYEIKTNHPDSASE 37 1887.896225 -2.602367617 SKA2_HUMAN[25-40] 
ESFKGKILFIFIDSDHTDN IFIDSDHTDNQRILEFFGLK 47.85 2407.217209 4.231026582 PDIA1_HUMAN[289-308] 
ESKVFYLKMKGDYYRYLAE KGDYYRYLAEVAAGDD 53.81 1804.826767 3.98099149 1433Z_HUMAN[122-137] 
ESQSSLRRQKREKETSESR KEVAENQQNQSSDPEEEKGSQPPPAAESQSSLRRQ 36.2 3864.810974 0.024322017 E41L2_HUMAN[28-62] 
ETDRVTGTNKGISPVPINL KGISPVPINLRVYSPHVLNL 44.08 2215.284088 3.501131093 DYN1_HUMAN[113-132] 
ETEPHEGKRKVESLWPIFR KVESLWPIFR 36.76 1273.718277 2.839717436 BUD31_HUMAN[42-51] 
EVARAQAALAVNISAARGL AVNISAARGLQDVLRTNLGPKGTM 30.72 2481.348557 2.13472629 TCPZ_HUMAN[21-44] 
EVIRELICYCLDTIAENQA KVENPAEVIRELICY 41.44 1831.95018 3.658396431 XRCC4_HUMAN[115-129] 
EWEEYKTGIKKAPIQTYVL KKAPIQTYVLGANNQETV 58.52 1973.058167 4.716029236 C19L1_HUMAN[61-78] 
FCQAAQLHLQLQSKHDAAT KNWSAAGNAFCQAAQLHL 68.25 1985.952988 3.618413952 SNAA_HUMAN[56-73] 
FDKCTACSSKVLDQYEREG KVLDQYEREGFNFLA 44.01 1827.915527 2.192114428 ATG7_HUMAN[652-666] 
FDQLKQNATKARIPFYGSY KARIPFYGSYTEMDPVIIASEGVEKF 79.69 2946.483704 8.269857378 SRP54_HUMAN[154-179] 
FEEAQLPRLKQENPNMRLS RAAFTAFEEAQLPRL 57.8 1718.91037 1.84535509 CC124_HUMAN[170-184] 
FELILSPRSKESVPEFPLS KRASGQAFELILSPRS 68.47 1758.97403 -1.351924451 STMN1_HUMAN[13-28] 
FERESDVPLKTEEFEVTKT KAAFERESDVPL 37.12 1360.698654 -0.683472419 CS010_HUMAN[125-136] 
FIAYVGTDQKSCDPGLEDP KSCDPGLEDPCGLNRARM 43.23 2074.934647 1.679570971 XPO5_HUMAN[704-721] 
FIGINLFVIVVTTNLEQMM VVTTNLEQMMKAGEQ 30.17 1693.801498 -0.411500404 CTSR4_HUMAN[305-319] 
FKASTQHQVKNLNRCSVPV KNLNRCSVPVDQASESLL 38.41 2029.026215 0.841290264 GNL3L_HUMAN[208-225] 
FKVKDGPGGKEATWVVDVK KEATWVVDVKNG 77.38 1344.703766 1.588453944 NLTP_HUMAN[470-481] 
FLFDHLLTLKPVKFLEGEL KDPNAFLFDHLLTL 51.58 1642.871887 3.808574515 EIF3M_HUMAN[213-226] 
FLLEDGRVCRIGFSVQPDR KQCVVGPNHAAFLLEDGRVC 63.35 2269.109604 0.470669199 UBR5_HUMAN[49-68] 
FLLKETEEGPPATECGYAC FTPYSAAFLLKETEEG 30.53 1801.877411 3.718343967 KCNH2_HUMAN[424-439] 
FMKKYIHVAKIIKPVLTQE KIIKPVLTQESATYIAEEYSR 48.62 2438.305634 1.64786561 MCM3_HUMAN[576-596] 
FPGTGGFSATFDYQQAFGN KKPGAGDTAFPGTGGFSA 30.58 1664.815857 4.20166589 RBM14_HUMAN[166-183] 
FPHLQDAQVKLFVTGLFSL KSAFPHLQDAQV 31.11 1339.688446 1.736224573 XPO1_HUMAN[983-994] 
FPNTNRWFLTCINQPQFRA KQVLEPSFRQAFPNTNRWFL 30.92 2477.296783 2.09098887 EF1G_HUMAN[173-192] 
FPQAANGSAKDLAILQCHG KDLAILQCHGELDPMVPVRFGALTAE 78.66 2879.467361 6.911000371 LYPA2_HUMAN[164-189] 
FQAEVNRMMKLIINSLYKN KFAFQAEVNRMM 57.16 1470.711151 1.831086953 ENPL_HUMAN[75-86] 
FQEAASLLGKKYGETANEC KHLVMGDIPAAVNAFQEAASLLG 56.29 2351.230728 4.497219211 NASP_HUMAN[52-74] 
FSDRAEEFKKLNCQVIGAS KLNCQVIGASVDSHFCHL 79.19 2083.993179 0.975531024 PRDX1_HUMAN[68-85] 
FSGQILANFKAMDSDWFAE KAMDSDWFAENYMGR 112.06 1819.765762 4.138994236 ECHB_HUMAN[391-405] 
FSNRAEDFRKLGCEVLGVS KLGCEVLGVSVDSQFTHLAWINTPR 90.07 2826.4487 5.311966214 PRDX2_HUMAN[67-91] 
FTEENRAQCRAATAPLLEA KALDGAFTEENRAQC 72.69 1708.783859 1.599383085 TLN1_HUMAN[1544-1558] 
FTILSDPKKKTRYDSGQDL KTRYDSGQDLDEEGMNMGDFDPNNIF 57.97 3007.26001 -1.495713701 DNJC7_HUMAN[444-469] 
FVAAAPVAAATTAAPAAAA KVKAFLADPSAFVAAAPVAA 36.49 1943.088013 3.690517337 RLA0_HUMAN[264-283] 
FYQLIHQGTKMIPCDFLIP KMIPCDFLIPVQTQHPIR 74.99 2192.159836 1.302824709 G6PI_HUMAN[400-417] 
GAAEAGPLASVPAQSAKKP KQGVHAAGAAEAGPLA 60.99 1446.757904 -0.082944078 ZCCHL_HUMAN[268-283] 
GAAKERSQMNSQTEDHALA FLAGAAKERSQM 32.11 1323.660492 4.924978905 K0391_HUMAN[85-96] 
GAAPAGRRSKDMYHASKSA KLQGQAPGALEAGAAPAGRRS 71.01 2005.08168 -2.653258495 ZGPAT_HUMAN[421-441] 
GACTAAAFLKEFVTHPKWA KYRSAGACTAAAFL 41.17 1485.739807 2.07640664 AMPL_HUMAN[455-468] 
GAEYVVESTGVFTTMEKAG KIKWGDAGAEYVVEST 56.59 1751.873001 0.776882799 G3P_HUMAN[84-99] 
GAMAVRRVLKRDLKRIAKA KYFVEAGAMAVRRVL 45.14 1708.944656 2.180878115 TCPA_HUMAN[298-312] 
GASSELDASKTVSSPPTSP KDQIGKGTQGATAGASSELDAS 49.25 2091.007996 -0.604493145 SRP72_HUMAN[595-616] 
GAWGNKIRPIKASVITQVF IKASVITQVFHVPLEER 30.72 1965.104736 -0.775531183 VIGLN_HUMAN[71-87] 
GDASESALLKCIELCCGSV KRAVAGDASESALL 63.7 1386.746658 1.15810627 AT1A1_HUMAN[444-457] 
GDEESYEVFKDLFDPIIED KDLFDPIIEDRHGGY 66.21 1773.868591 1.73688176 KCRB_HUMAN[86-100] 
GEASRLAHYNKRSTITSRE SFVNDIFERIAGEASRLAHY 62.47 2294.144348 3.973158885 H2B1B_HUMAN[65-84] 
GEDAECHAAKLLEVIILQC KVLCGDAGEDAECHAA 60.06 1701.708664 -2.09319026 IPO8_HUMAN[724-739] 
GEEGAAGGDPQEAKPQEAA PQEAKPQEAAVAPEKPPASDETKAAEEPSKVEE 37 3486.700119 -1.677517366 MARCS_HUMAN[234-266] 
GEHGLIIRVKGFNHKLPLL KLVAGEHGLIIRV 45.87 1403.861252 2.54369867 NRDC_HUMAN[750-762] 
GELHLEICLKDLEEDHACI KDLEEDHACIPIK 74.39 1566.771164 -0.823349338 EF2_HUMAN[559-571] 
GELTEGIWRRVALGHGLKL KVDNIQAGELTEGIWR 99.43 1827.947891 2.381358912 SSRP1_HUMAN[39-54] 
GELTREELRQIAEEDFYEK KSEDDESGAGELTREELR 41.08 2019.934464 1.301032309 MCM7_HUMAN[308-325] 
GEMVNEAALALEYGASCED KSTDRVLGAHILGPGAGEMVNEAAL 83.89 2505.300934 1.631740101 DLDH_HUMAN[445-469] 
GEVTYADAHKERTNEGVIE KDFMRQAGEVTYADAH 30.16 1837.841721 1.247115012 SFRS6_HUMAN[127-142] 
GEVTYADAHKGRKNEGVIE MRQAGEVTYADAH 76.47 1447.651398 -0.969846748 SFRS4_HUMAN[124-136] 
GFDAARGDPLGGCQVSPEG LGGCQVSPEGYAHLTHLLMG 31.47 2155.019058 9.482050715 HDAC6_HUMAN[749-768] 
GFDATNILNKLRARHAQGG KALEIIPRQLCDNAGFDATNILN 31.05 2585.327133 4.38590531 TCPH_HUMAN[440-462] 
GFMDVISIDKTGENFRLIY KVRTDITYPAGFMDVISID 48.59 2140.087448 5.268943571 RS4X_HUMAN[75-93] 
GFTAQVIILNHPGQISAGY NHPGQISAGYAPVLDCHTAHIAC 77.66 2488.137604 -1.00476758 EF1A1_HUMAN[348-370] 
GGGAPEIELALRLTEYSRT KRALIAGGGAPEIEL 52.5 1493.856537 0.332695937 TCPD_HUMAN[418-432] 
GGGGADPGNKKWEQKQVQI KKSYLSGGAGAAGGGGADPGN 65.44 1790.854736 -0.398133911 TYY1_HUMAN[182-202] 
GGGGARAPRSRSPDTRKRV RSAPAGGGGARAPR 33.72 1279.685745 2.623300301 PPR3E_HUMAN[65-78] 
GGGVIPHIHKSLIGKKGQQ KATIAGGGVIPHIH 78.17 1369.78302 -1.487826882 H2AV_HUMAN[102-115] 
GGHAPGVARKACQIFVRNL KACQIFVRNLPFDF 53.6 1753.8974 3.359375526 HNRPM_HUMAN[651-664] 
GGMHTVCLSKSGQVYSFGC KKPALVSIPEDVVQAEAGGMHTVCLS 65.28 2735.398621 2.281934323 RCC1_HUMAN[58-83] 
GGMRVSVSSKGSISTPNSP KQPQPGTAGGMRVSVSS 42.15 1685.851913 -0.486994138 TTC28_HUMAN[1318-1334] 
GHLGPQLFNKFALPYIRDV KFALPYIRDVA 42.78 1291.728836 3.697370429 DCUP_HUMAN[231-241] 
GHRIGEYLEKIIPLVVKFC IAAISRQAGHRIGEYLE 32.63 1883.001297 -0.092405672 CAND1_HUMAN[238-254] 
GIALNDHFVKLISWYDNEF KLISWYDNEFGYSNR 68.4 1890.89003 4.432833146 G3P_HUMAN[309-323] 
GKAYYDGVAKIGEIATGSP KIGEIATGSPVSTELGHVLIEISSTH 36.77 2674.417755 4.377027478 BI2L1_HUMAN[57-82] 
GKPHERVEQKVFLMSESEK AVVYIGSAGKPHERVEQ 36.59 1838.963882 2.09357021 DDX23_HUMAN[625-641] 
GKSSGSGAGKGAVSAEQVI KGAVSAEQVIAGFNR 86.07 1545.826324 3.040445053 PFD2_HUMAN[18-32] 
GLEGAKEALKEAVILPIKF KEAVILPIKFPHLFTG 55.59 1809.055267 4.243098671 VPS4A_HUMAN[140-155] 
GLERPRAASKLDRDCLVKA KVADEGSGPTAGDMAGLERPRAAS 78.4 2342.128448 0.202806981 K1671_HUMAN[300-323] 
GLGLTEAIDKNKADLSRMS KHLAGLGLTEAID 48.63 1336.735046 0.5745342 SERPH_HUMAN[319-331] 
GLHPTGHQSKEELGRAMQV KMQLPSAAGLHPTGHQS 66.95 1758.88353 -0.560582883 RRS1_HUMAN[198-214] 
GLVVSLSGLLPLAFRSCLA TQLYAGLVVSLSGL 32.4 1419.797333 -7.248921914 INT5_HUMAN[536-549] 
GNELAEPEAKRIRLEDGQT KTCRETEVGDPAGNELAEPEA 55.58 2272.027725 7.013998916 DUS3L_HUMAN[52-72] 
GNISDPGLQKSFLDSGYRI KSFLDSGYRIL 43.98 1297.703018 1.753868157 VINC_HUMAN[815-825] 
GNVHGGTILKMIEEAGAII RPDDANVAGNVHGGTIL 62.45 1704.854355 2.068798422 BACH_HUMAN[61-77] 
GPLFNQILPLLMSPTLEDQ KAREFGAGPLFNQILP 37.49 1756.962418 3.589149054 SF3B1_HUMAN[522-537] 
GPLLTEELIKALQDLENAA KALQDLENAASGDATVRQ 52.18 1885.949341 3.091811574 CT077_HUMAN[182-199] 
GPNTNGSQFFICTAKTEWL KHTGPGILSMANAGPNTNGSQF 88.77 2198.053848 1.166941384 PPIA_HUMAN[91-112] 
GQAVDDFIEKLVPLLDTGD KLVPLLDTGDIIIDGGNSEYRDTTRRC 57.66 3076.561142 0.978365084 6PGD_HUMAN[87-113] 
GQCGNQIGAKFWEVISDEH MREIVHIQAGQCGNQIGA 83.14 1980.962189 3.176739079 TBB2A_HUMAN[1-18] 
GQCGNQIGTKFWEVISDEH MREIVHIQAGQCGNQIGT 76.47 2010.972763 1.476399907 TBB6_HUMAN[1-18] 
GRDLTDYLMKILTERGYSF KILTERGYSFTTTAE 46.53 1715.873001 1.365485673 ACTB_HUMAN[191-205] 
GRIPEQILGKVSIAVIKGL KVSIAVIKGLTYLRE 48.41 1689.01886 0.735930207 MP2K1_HUMAN[168-182] 
GRLRAERAEKAAGMSSPGA KAAGMSSPGAQSHPEELPRGASTPSE 57.85 2578.208145 -0.020944779 MYO9B_HUMAN[711-736] 
GRPKVQVEYKGETKSFYPE KGETKSFYPEEVSSMVLT 32.45 2030.987045 5.164483952 HSP7C_HUMAN[108-125] 
GSDGSQPAVKLEPLHFLQC KRACASPSAQVEGSPVAGSDGSQPAV 92.16 2512.197617 1.690153661 LRWD1_HUMAN[246-271] 
GTAFDFENMKRKQNDVFGE KRMAGTAFDFENM 37.07 1516.680252 1.865917352 GDIA_HUMAN[422-434] 
GTPGRVFDMIRRRSLRTRA KLDYGQHVVAGTPGRVFDM 59.48 2089.041519 2.251750364 IF4A3_HUMAN[152-170] 
GVAIGRLCEKCDGKCVICD KQAGVAIGRLCE 31.94 1300.692139 2.94689257 PHF5A_HUMAN[13-24] 
GVASLLTTAEVVVTEIPKE KGIIDPTKVVRTALLDAAGVASLLTTA 49.65 2693.569107 4.282422148 CH60_HUMAN[516-542] 
GVERLLLGNKCDMEAKRKV KENASAGVERLLLGN 63.49 1569.847427 1.839032221 RAB13_HUMAN[107-121] 
GVPPEARLRLIKVILDELK LIKVILDELKCSWREPPAELS 34.39 2495.345734 -1.399806028 CCD87_HUMAN[83-103] 
GWREATKAAREALLSSAVD REALLSSAVDHGSDEVKF 98.92 1958.969757 3.397193844 TCPB_HUMAN[138-155] 
GYCVEGTLAKHIMSEPEEI KHIMSEPEEITTMSGQ 67.7 1816.833511 2.526923888 CPSF3_HUMAN[365-380] 
GYQMNFETAKSRVTQSNFA KSRVTQSNFAVGY 51.18 1455.747025 0.684871741 VDAC1_HUMAN[161-173] 
HAGSLTNLAKYPASTVQIL RLIAHAGSLTNLA 52.59 1335.762253 7.442192634 NOL5A_HUMAN[307-319] 
HAPSRGRRARSAPAGGGGA RSAPAGGGGARAPR 33.72 1279.685745 2.623300301 PPR3E_HUMAN[65-78] 
HCKRGNGLIKVNGRPLEMI KVNGRPLEMIEPRTLQY 36.77 2043.093491 1.361660645 RS16_HUMAN[33-49] 
HEDFCGHTGKMNPGDLQWM KMNPGDLQWMTAGRGILH 40.16 2024.008408 3.491092217 PIR_HUMAN[84-101] 
HEEIDLRNPKGNKKNAGFT KPLVLCGDLNVAHEEIDLRNP 91.48 2401.242355 1.086520898 APEX1_HUMAN[203-223] 
HLQTVQHQLAELKTHICVT VAHLQTVQHQL 30.83 1272.693878 -4.169109392 ACADL_HUMAN[324-334] 
HYEQSADYYKGEESNSSAN KAIAHYEQSADYY 41.78 1557.70993 1.805214145 SNAA_HUMAN[140-152] 
HYSKRSTISSREIQTAVRL SREIQTAVRLLLPGELA 30.82 1865.07341 5.197650638 H2B1A_HUMAN[93-109] 
IAELRQQHDKEIKELENLL KEEAIQVAIAELRQQHD 44.57 1977.027908 5.126381858 GOGB1_HUMAN[2391-2407] 
IANEYEVRRKLLIKRLDVT KIEAINQAIANEYEVRR 32.68 2016.075165 0.023808636 FA98A_HUMAN[204-220] 
IAQAESLRYKLLGGLAVRR KVATRGLCAIAQAESLRY 75.33 2006.07309 1.706817173 RS3_HUMAN[90-107] 
IAYGLDRTGKGERNVLIFD KDAGVIAGLNVLRIINEPTAAAIAYGLDRTG 88.99 3151.735306 5.674651664 HSP71_HUMAN[159-189] 
IDHLCRIIEKKHVSLNKAK KSLGTIQQCCDAIDHLCRIIE 55.18 2529.213791 2.475868202 PRKDC_HUMAN[1119-1139] 
IDQLHLEYAKRAAPFNNWM KRAAPFNNWMESAMEDLQDMFIVH 53.9 2879.31929 5.491228449 ACTN4_HUMAN[535-558] 
IEDQICQGLKLTFDTTFSP KLTFDTTFSPNTGKKSG 38.59 1827.936691 -0.179437287 VDAC2_HUMAN[107-123] 
IEDRQYKDYKIHWWENVYG KIHWWENVYGFDMSCI 65.56 2083.928436 5.685415965 ANM1_HUMAN[202-217] 
IEECCNWFHKRMEELNSEK KGPAAIEECCNWFH 33.41 1717.734085 2.071915572 GDE_HUMAN[362-375] 
IERMGLSMERMVPAGMGAG RMVPAGMGAGLERMGPVMDR 37.88 2130.03186 1.526737727 HNRPM_HUMAN[531-550] 
IGGLSGGESKSQFWRMVAL KRDVPGFAIGGLSGGES 65.13 1645.842392 2.516644376 TGT_HUMAN[203-219] 
IGSDGLCCQSREVKEWHGC KWQMNPYDRGSAFAIGSDGLCCQ 90.41 2660.157013 2.037473718 DDX1_HUMAN[90-112] 
IGTHEDDKYRLDLLAQAGV KQLLCGAAIGTHEDDKY 82.27 1917.925446 -1.111617766 IMDH2_HUMAN[242-258] 
IKQVVKHLPKAHILACAPS KAHILACAPSNSGADLLCQ 72.29 2024.977158 1.320508722 MOV10_HUMAN[547-565] 
ILELDEHLQKDFIIFEAAP KDFIIFEAAPQETRGIPSK 54.59 2146.142227 2.597684315 PP4C_HUMAN[281-299] 
ILGGAKVADKIQLINNMLD KALESPERPFLAILGGAKVAD 31.13 2181.215714 2.24095213 PGK1_HUMAN[199-219] 
ILHPSTYLNKILLGSEQGS KISAILHPSTYLN 50.11 1455.808533 1.695964781 WDR36_HUMAN[206-218] 
IMENANVLARYASICQQNG KIGEHTPSALAIMENANVLA 63.71 2078.082977 0.435016316 ALDOA_HUMAN[153-172] 
INTSLFVLGKVVDALNQGL KVVDALNQGLPRVPYRDS 37.59 2026.095963 0.571542524 KIF22_HUMAN[306-323] 
IPIKQGILLKRSGKSLNKE KVDSIGSGRAIPIKQGILL 41.55 1964.178223 3.425351081 CENG3_HUMAN[357-375] 
IQDREICCYSISCKEKDNI KMNLSAIQDREICCY 72.71 1899.86409 2.901260163 ARL8A_HUMAN[146-160] 
IQIFRNTGHKIETDLPQIR KIETDLPQIRSTLIPILHQ 46.58 2214.273575 2.288786741 PDS5A_HUMAN[708-726] 
IRQILDEAGKVGELCAGKE KGWLRDPSASPGDAGEQAIRQILDEAG 51.27 2836.410355 4.927354737 VINC_HUMAN[281-307] 
IRQLASVILKQYVETHWCA KQYVETHWCAQSE 37.83 1664.725296 0.010812595 IPO9_HUMAN[82-94] 
ISAGKKEEPKLPQQSHSAF KLPQQSHSAFGATSSSSGFG 51.8 1979.933731 6.02191872 DDX42_HUMAN[30-49] 
ISNLTISGRKDQVEYLVQQ KEAAWAISNLTISGR 87.4 1615.868164 2.326922508 IMA3_HUMAN[386-400] 
ITKYSALHAKPNGLILQYG KPNGLILQYGTAGFRT 36.69 1734.941696 0.874957356 AGM1_HUMAN[15-30] 
ITQALFLREKNLLVTSGKD KDAITQALFLRE 67.41 1403.777237 1.706111153 WDR3_HUMAN[149-160] 
IVRIMKSRKKMQHNVLVAE KMQHNVLVAEVTQQL 30.42 1736.924332 4.756683897 CUL3_HUMAN[716-730] 
KAAAAKKSRKSRPNASGGA KSRPNASGGAACSGPGPEPAVFCEPVV 45.37 2697.263931 2.195558222 PDE12_HUMAN[97-123] 
KDEGAKAFFKGAWSNVLRG KGAWSNVLRGMGGAF 65.76 1549.782364 2.806845723 ADT1_HUMAN[272-286] 
KDIQTNVYIKHPVSLEQYL KHPVSLEQYLMEGSYN 69.94 1893.893066 0.954647352 PSMD8_HUMAN[134-149] 
KDSPVRRAVKDTLSNPQSP KDTLSNPQSPQPSPYNSPKPQH 30.94 2446.187683 0.633639034 NED4L_HUMAN[471-492] 
KESVLQFYPKANIVAYHDS KANIVAYHDSIMNPDYNVEFFR 64.36 2642.258728 2.086472434 SAE2_HUMAN[86-107] 
KFFSRRAEEKIKSVGGACV KIKSVGGACVLVA 44.9 1300.753693 0.046895888 RL27A_HUMAN[136-148] 
KFFTESRLLQRDVQIILES KFFTESRLL 30.79 1139.633881 2.036618987 SND1_HUMAN[249-257] 
KFINYVKNCFRMTDQEAIQ FRMTDQEAIQDLWQWR 64.64 2122.005432 8.298753497 NPM_HUMAN[276-291] 
KFYSFLVLKKQQAIELTQE KQQAIELTQEEPYSDIIATPGPRFHII 38.18 3093.613464 5.707888269 RAD21_HUMAN[605-631] 
KGAMSTQQIKKAEEIANEM KKAEEIANEMIEAA 35.67 1545.770782 -0.354515693 SYAC_HUMAN[650-663] 
KGDKIAIWTTECENREAVT TECENREAVTHIGRVY 49.47 1932.911194 0.269024258 IF4E_HUMAN[168-183] 
KILKKRRIEKGALTLSSPE KGALTLSSPEVRFH 48.55 1540.836166 -0.489344693 RRP44_HUMAN[627-640] 
KIYKHAGNIKEAARWMDEA KEAARWMDEAQALDTADRFINS 49.38 2537.196838 1.81105381 NARG1_HUMAN[425-446] 
KKKLAEAKYKERGTVLAED KERGTVLAEDQLAQMS 64.22 1774.888321 2.384938787 SNF8_HUMAN[22-37] 
KLCYDPDFEKLKPEYLQAL KLKPEYLQALPEML 36.11 1671.92691 3.250142077 GSTM2_HUMAN[122-135] 
KLDKYIAMAKEKHGYNIEQ SDAKLDKYIAMA 33.48 1324.669647 2.661040817 RCOR2_HUMAN[85-96] 
KLQIELGKCKAEHDQLLLN KAEHDQLLLNYA 31.27 1413.725189 2.767864667 LMNB1_HUMAN[111-122] 
KLRGIRIIPDVADLKIKRE DNRAKLRGIRIIP 32.28 1520.926285 7.985922868 EFR3A_HUMAN[491-503] 
KLRLLSSFDFFLTDARIRR KLRLLSSFD 34.32 1077.618225 0.48161769 RL1D1_HUMAN[145-153] 
KLSDGVAVLKVGGTSDVEV KVGGTSDVEVNEK 86.03 1360.683426 -1.156771641 CH60_HUMAN[405-417] 
KPVDKVKLIKEIKNYIQGI KEIKNYIQGINLVQA 43.92 1729.972626 3.812777093 RM12_HUMAN[147-161] 
KRILELDQFKGQQGQKRFQ KRILELDQF 35.54 1160.655334 3.187854216 KU70_HUMAN[114-122] 
KRSKIKSFVKVYNYNHLMP KVYNYNHLMPTRYSVDIPLD 44.24 2437.209991 1.728615924 RL27_HUMAN[73-92] 
KSGTKAFMEALQAGADISM KADLINNLGTIAKSGTKAFME 40.76 2221.177612 2.098436422 HS902_HUMAN[100-120] 
KSVGKGLQVKAASVPVKGS KAASVPVKGSLGQGTAPVLPGKTGPTVTQVKAE 32.23 3172.781982 0.444404944 TCOF_HUMAN[725-757] 
KTFRKAINRKEGICALGGT KEGICALGGTSELSSEGTQHSYSEEEKY 81.59 3075.361465 3.256852931 PLST_HUMAN[97-124] 
KVDEAQADGKEHPGAEDAS KEHPGAEDASDEQNSQSSMEHSMNSSE 104.25 2947.14679 -0.572418044 BCL7A_HUMAN[140-166] 
KVKAQTAPNKDVQREIADL KDVQREIADLGEALATAVIPQWQ 98.1 2550.344177 5.6129679 SYAC_HUMAN[789-811] 
KVKNKKQGCKNEEVLAVLG KNEEVLAVLGHELGHW 69.84 1829.942413 3.327427113 FACE1_HUMAN[325-340] 
KVLQHAASNKLFEGENEHL KLFEGENEHLSSMNNYLSETYQEFR 41.29 3064.387207 1.061876251 IQGA2_HUMAN[1152-1176] 
KYARAERELKPARIYGLGS KPARIYGLGSLALYE 61.14 1649.914047 2.657714205 ATPG_HUMAN[64-78] 
KYCELPVECKICGLTLVSA KICGLTLVSAPHLAR 62.72 1634.929016 1.215954932 T2H2L_HUMAN[306-320] 
KYDDIKKVVKQASEGPLKG KQASEGPLKGILGYTEHQ 75.03 1955.011215 -0.006649578 G3P_HUMAN[263-280] 
KYELLNAGYKKCDEYIEAL KKCDEYIEALNTG 32.18 1539.723877 2.199745065 RPC1_HUMAN[722-734] 
LAAAGYDVEKNNSRIKLGI KKALAAAGYDVE 64.4 1234.655716 1.002708677 H11_HUMAN[66-77] 
LAAPSRFVLKPQREGGGNN KPQREGGGNNLYGEEMVQAL 41.65 2189.053482 2.713501542 GSHB_HUMAN[364-383] 
LAAQAQLAAAVKEDRAGVE LSGALAAQAQLAA 39.33 1183.656052 8.591178141 TLE2_HUMAN[156-168] 
LAEGLGVIACIGEKLDERE KVAHALAEGLGVIA 34.5 1347.787415 0.207005939 TPIS_HUMAN[113-126] 
LAELRTAAQKAQEACGPLE KNLGTALAELRTAAQ 64.38 1555.868164 2.416657199 TLN1_HUMAN[1025-1039] 
LAENSGVKANEVISKLYAV KFAEAFEAIPRALAENSGVKA 80.25 2218.174561 5.87555201 TCPQ_HUMAN[440-460] 
LAIAQELGSKVPFCPMVGS KVPFCPMVGSEVYSTEIKK 39.43 2198.111542 -0.423545385 RUVB1_HUMAN[90-108] 
LANSLACQGKYTPSGQAGA KYTPSGQAGAAASE 51.56 1336.625885 0.139904518 ALDOA_HUMAN[342-355] 
LAQAFWIDIKRMDDPECYF KRMDDPECYFNSLP 30.46 1770.770523 2.664941583 KAT3_HUMAN[330-343] 
LAVAEAMADKAELEKLDLN KRDAALAVAEAMAD 40.41 1430.718719 0.003494747 RAGP1_HUMAN[306-319] 
LCVIRCLVKKRALIAGGGA KRALIAGGGAPEIEL 52.5 1493.856537 0.332695937 TCPD_HUMAN[418-432] 
LDDMISTLKKISIPVDISD KALDDMISTLK 53.04 1233.663849 2.920568681 TCPG_HUMAN[128-138] 
LDFLWEKRQRSSNLVGVTI RSSNLVGVTIN 32.06 1158.635681 -0.61278969 EDEM3_HUMAN[265-275] 
LDGVSISDLKSGGVGGSNT KLRGWFDAEGQALDGVSISDL 36.5 2276.143707 3.802483988 RFA1_HUMAN[410-430] 
LDIEIATYRKLLEGEESRL KLLEGEESRLESGMQNMSIHT 61.2 2388.141296 3.335648529 K2C8_HUMAN[393-413] 
LDLRSHGETKVKNPEDLSA KVKNPEDLSAETMA 45.33 1531.755173 0.98514438 PPME1_HUMAN[119-132] 
LDRGQQQVFKGLNDKVKKK KDATLTALDRGQQQVF 80.2 1789.932266 2.020188176 ECHA_HUMAN[390-405] 
LEAARICANKYMVKSCGKD KVDEFPLCGHMVSDEYEQLSSEALEAARICAN 61.6 3667.659241 7.244402561 RL10_HUMAN[42-73] 
LEDARINLLKETEQLEIKE KETEQLEIKEVHIE 37.53 1723.899185 1.813911177 CND3_HUMAN[537-550] 
LEDILPFLLKQLDDEEVSE KTFEQLHSTIGHQALEDILPFLL 41.87 2649.416626 2.520177436 GCN1L_HUMAN[2027-2049] 
LEGELEEQRKQKQKALVDN KSQVNALEGELEEQR 88.95 1728.864197 3.195739729 HIP1R_HUMAN[385-399] 
LEGKDLLARARTGSGKTAA KAIPLALEGKDLLAR 72.97 1606.976974 0.895470205 DDX56_HUMAN[36-50] 
LELINGYIQKIKSGEEDFE KIKSGEEDFESLASQFSDCSSA 98.85 2421.064178 2.373336507 PIN1_HUMAN[95-116] 
LELLEPIEQKFVSISDLLV KEIRPALELLEPIEQ 71.16 1776.998489 2.349467389 GDIB_HUMAN[364-378] 
LETKLDMEEEERNKARAEL EERKALETKLDMEE 30.95 1735.829773 -3.716378242 KIF3A_HUMAN[431-444] 
LFSGDTGEIKSEVREQINA KSEVREQINA 45.1 1172.614914 -0.162031028 RUVB2_HUMAN[269-278] 
LGAHLEAEPKSQRSAVQKP KSQRSAVQKPPSTGSAPAIESVD 37.7 2339.208084 -0.573270933 TXLNG_HUMAN[506-528] 
LGIPAAASFKHVSPAGAAV KHVSPAGAAVGIPLSEDEA 83.6 1846.942474 0.821357471 PUR9_HUMAN[266-284] 
LGQDRILIRFFPLESWQIG KELALGQDRILIR 36.4 1523.914719 1.550611705 DOPD_HUMAN[87-99] 
LGQFCCALHKACQSCPSEP KAAHEALGQFCCALH 54.79 1711.792267 -1.965191726 IPO4_HUMAN[715-729] 
LIEEAYGLDKIEFLQSHEN KIEFLQSHENQEIYQ 46.25 1904.926804 2.525031403 IMA1_HUMAN[480-494] 
LINFTEDCPKSLLIPYLDN KSLLIPYLDNLVKH 63.59 1651.966095 1.469158482 IPO5_HUMAN[475-488] 
LKFCEEFKEKCPICVPCGL KCPICVPCGLRLAE 53.71 1671.825882 1.400863586 XPO5_HUMAN[43-56] 
LKHRQGKNHKMRIIAFVGS KMRIIAFVGSPVEDNEKDLV 51.36 2259.193283 1.880759841 PSMD4_HUMAN[106-125] 
LKPPPIKLYRETNEPVKTK KALKPPPIKLY 40.55 1266.806335 1.678236003 KU70_HUMAN[279-289] 
LKQERAKYHKLKYGTELNQ KLKYGTELNQGDL 47.76 1477.777634 -0.217894758 STRN3_HUMAN[134-146] 
LKYAKENPEKRYNVLGAET KRYNVLGAETVLNQ 35.69 1603.868179 1.03811524 HNRL2_HUMAN[479-492] 
LLDEKRRLEARIAQLEEEL ARIAQLEEELEEEQSNMELLNDRFR 74.51 3061.477386 0.553654261 MYH10_HUMAN[1736-1760] 
LLEARCHEMKPNLGAIAEY KNPDSITNQIALLEARCHEM 47.59 2339.136154 2.154214064 SMC4_HUMAN[1067-1086] 
LLFEVLQQDKTSSNLHEAA KTSSNLHEAASDCVCS 64.31 1764.740692 -0.758185044 TNPO3_HUMAN[236-251] 
LLGTIRADGKISEQSDAKL SHVVSQHQALLGTIRADG 32.91 1887.991516 -0.410489133 ATPA_HUMAN[513-530] 
LLGYADNQCKLELQGVKGG KQRALLGYADNQC 55.55 1535.751434 1.353083549 GLOD4_HUMAN[185-197] 
LLLLLTFLAKQHTDSFQAA KQHTDSFQAALGSLPVD 68.98 1812.900635 3.822051725 IPO4_HUMAN[1053-1069] 
LLQASRDQKKTQEQLALEM KTQEQLALEMAELTARISQLEMARQ 97.59 2887.489487 5.782185554 MOES_HUMAN[412-436] 
LLSAIEESRKRTFGMAEEY KDNALLSAIEESR 76.53 1444.752121 2.826090331 NUP93_HUMAN[106-118] 
LLSIFKMDAKGTLGGLFSQ KGTLGGLFSQILQGEDIVRERAI 81.25 2499.380905 4.139425079 API5_HUMAN[130-152] 
LMFDRSFVGKQFSANDKVY KDLEALMFDRSFVG 44.52 1626.807571 3.313852293 PGM1_HUMAN[443-456] 
LMRPGRLDRKIEFSLPDLE KIEFSLPDLEGRTHIF 67.09 1901.004684 3.624399276 PRS7_HUMAN[340-355] 
LNHEIEELEKRKDKETGVI KALNHEIEELE 31.86 1323.666992 -0.94434628 SMC2_HUMAN[275-285] 
LNHLGEIGTKTTLRYSVQL KIRAQTEGINISEEALNHLGEIGT 86.47 2592.350693 1.589291145 RUVB1_HUMAN[376-399] 

LNKMFCQLAKTCPVQLWVD KTCPVQLWVDSTPPPGTRVRA 54.64 2364.237259 2.32294791 P53_HUMAN[139-159] 
LNMAIPGGPKFEPLVRDIN KFEPLVRDINLQDEDWNEFNDIN 50.93 2862.346024 4.544174566 PRP8_HUMAN[278-300] 
LPGMENVQEKSKEGMIDIK RRVASALPGMENVQE 38.07 1655.841309 0.056164802 RAB6B_HUMAN[168-182] 
LPYFWEHFDKDGWSLWYSE KDGWSLWYSEYRFPEELTQTFMSC 31.39 3059.34697 5.936234163 EF1G_HUMAN[316-339] 
LQDSRNYGWKVEETVKHDW KLMHQAALLGQALQDSRNYGW 68.66 2399.216797 1.765159366 TRXR1_HUMAN[218-238] 
LQLQVACMQFINALVTSPY EGLENQEALQLQVACMQ 33.63 1959.902985 1.616406539 DIAP2_HUMAN[315-331] 
LQPPIHLGHLPLQEGELPL LPLQEGELPLVQQQVAPSDKPPKPELPG 32.82 3003.628067 -4.712967013 AMBN_HUMAN[153-180] 
LRDNSTMGYMMAKKHLEIN KAQALRDNSTMGY 66.96 1453.698334 -0.503543261 H90B3_HUMAN[480-492] 
LRVLIGENEKAERMGFTEV KAERMGFTEVTPVTGASL 35.85 1892.966599 1.318036991 DSRAD_HUMAN[798-815] 
LSGTRVLASKTARRIFQEP KGLSLVDKENTPPALSGTRVLAS 64.22 2352.301254 5.029117754 RIR2_HUMAN[23-45] 
LSSVGLHMTKGLALWEAYR KGLALWEAYREFESAIVEAARLE 81 2650.375427 3.186718347 SART3_HUMAN[223-245] 
LSTIRLPHVKYICPHAPRI KYICPHAPRIPVTLNM 47.86 1909.006607 1.575164795 LYPA2_HUMAN[53-68] 
LSYVSPNTSKCPVTIPEDQ KRSQANGAGALSYVSPNTS 48.63 1906.949677 0.322504578 PARN_HUMAN[149-167] 
LTDNALIARSLGKYGIICM RIALTDNALIAR 35.74 1325.777893 -0.0671304 RL7_HUMAN[166-177] 
LTLIAGSPLKIDLRPVLGE KIDLRPVLGEGVPILASFLR 46.64 2192.304489 3.522320936 CAND1_HUMAN[641-660] 
LTQTGGPHVKARVANPSGN KARVANPSGNLTETYVQDRGDGMY 110.88 2641.255447 0.373307323 FLNA_HUMAN[1294-1317] 
LTSAFSPHTKPWIGLAEAL KPWIGLAEALGTLMR 77.74 1654.922852 3.963931003 SERA_HUMAN[330-344] 
LVDVIEDKLKGEMMDLQHG KGEMMDLQHGSLFLRTP 101.77 1958.970627 2.764206837 LDHA_HUMAN[59-75] 
LVDVLEDKLKGEMMDLQHG KGEMMDLQHGSLFLQTP 65.2 1930.928101 2.957645081 LDHB_HUMAN[60-76] 
LYDICFRTLKLTTPTYGDL KLTTPTYGDLNHLVSATMSGVTTCLRFPGQLNADLR 61.5 3947.003357 2.400555344 TBB2A_HUMAN[216-251] 
LYFHIGETEKKCFIEEIPD KKCFIEEIPDETMVIGNYRTQLYD 52.9 2961.425201 3.498315607 TMED9_HUMAN[26-49] 
MALLAEAERKVKNSQSFFS KVKNSQSFFSGLFGGSS 40.45 1775.884262 6.178330556 SNAA_HUMAN[20-36] 
MAPKPGPYVKEMNDAAMFY KLFNHLSAVSESIQALGWVAMAPKPGPYV 52.85 3109.642273 7.051936549 CAP1_HUMAN[126-154] 
MDLVSSAKTKVVVTMEHSA KVVVTMEHSA 39.01 1099.56958 1.292323856 SCOT_HUMAN[436-445] 
MEKLESVRDKFQETSDEFE KFQETSDEFEAAR 61.79 1556.710678 0.697624816 SMC1A_HUMAN[1037-1049] 
MEQQSISISKAGIVTSLQA KAGIVTSLQARC 60.4 1302.707794 2.1109876 MCM2_HUMAN[613-624] 
MEQQTISIAKAGITTTLNS KAGITTTLNSRC 59.67 1320.681976 0.278643918 MCM5_HUMAN[471-482] 
MERFGSRNGKTSKKITIAD KEGMNIVEAMERFGSRNG 46.54 2023.956741 2.021782342 PPIA_HUMAN[133-150] 
MEVDSSQYSLELIQMVHSC CVKIVQGIRAMEVDSSQYS 40.4 2169.055817 -8.024228728 NEK9_HUMAN[260-278] 
MEVEVEELLPLPENVLAPC RAMEVEVEELL 32.88 1332.659485 -4.924738895 FR1L4_HUMAN[404-414] 
MGTALSPSGMGAMGAQQAA MGAMGAQQAASMMNGLGPYAAAMNP 31.46 2504.02623 -9.004698006 FOXA1_HUMAN[113-137] 
MIDEGETDWKVIAINVDDP KVIAINVDDPDAANYNDINDVKRL 101.79 2684.376923 0.450756371 IPYR_HUMAN[155-178] 
MLSTGFKIPKKNILLTIGS KKNILLTIGSY 53.27 1248.744141 2.717129866 PYR1_HUMAN[1312-1322] 
MNTTACSLMKIANDIRFLG KIANDIRFLGSGPRSGLGELILPENEPGSSIMPG 44.36 3520.834763 7.932209797 FUMH_HUMAN[337-370] 
MTQSAVKSLKRPLEATFDL KRPLEATFDLGIPQAVLPPLP 40.2 2271.299072 3.663101924 MBNL1_HUMAN[278-298] 
MTTCEQIVRKDFALDSEES KIAMTTCEQIVR 82.09 1448.74794 -0.280241986 CNOT1_HUMAN[1414-1425] 
MVMCASSPEKIEILAPPNG KIEILAPPNGSVPGDRITFDAFPGEPDKELNP 82.48 3432.756516 2.516053778 MCA1_HUMAN[235-266] 
MVWEGLNVVKTGRVMLGET KYMHSGPVVAMVWEGLNVV 58.7 2115.064545 5.42725754 NDKA_HUMAN[66-84] 
NANSRQQIRKLIKDGLIIR KVWLDPNETNEIANANSRQQIR 62.76 2595.315308 2.027884621 RL19_HUMAN[21-42] 
NCERTFIAIKPDGVQRGLV KPDGVQRGLVGEII 49.87 1479.840927 2.140094886 NDKA_HUMAN[12-25] 
NDAGDRVTPAVVAYSENEE KDGRAGVVANDAGDRVTP 61.35 1796.912933 -1.909385779 HSP7E_HUMAN[19-36] 
NDEELNQLLKGVTIASGGV KGVTIASGGVLPRIHPELLA 71.71 2027.189133 4.903834496 H2AW_HUMAN[96-115] 
NDFNPDADAKALRKAMKGL KGTVRPANDFNPDADA 34.68 1686.796158 -0.240692984 ANXA6_HUMAN[354-369] 
NFNNEKVILKLDYSDFQIV KLDYSDFQIVK 65.83 1354.713257 1.871244698 ACYP1_HUMAN[89-99] 
NFTNVAATFKGIVRAIRDY KILIIGGSIANFTNVAATF 30.38 1949.098587 0.886050614 ACLY_HUMAN[336-354] 
NHFFTVPFLRDVVNVYEPQ RDVVNVYEPQLQHHVAQ 59.23 2031.028625 1.461820854 UAP1_HUMAN[339-355] 
NHTLVLDSQKRVFSWGFGG KDGQILPVPNVVVRDVACGANHTLVLDSQ 41.59 3113.629196 5.166639631 RCC2_HUMAN[320-348] 
NIERECLNNKQQLMRAREA KAELANIERECLNN 48.95 1672.820206 1.581759947 SLK_HUMAN[983-996] 
NIHIYDTEKKMVEINFLCV KLVGFISAIPANIHIYDTEK 58.92 2228.220474 3.61633873 NMT1_HUMAN[221-240] 
NILVTEENKKEYVHLVCQM KPNGANILVTEENK 70.71 1525.809982 1.232132456 HUWE1_HUMAN[4190-4203] 
NIQYSHVLERIHPLETEQA RIHPLETEQAGLESNL 53.79 1805.927139 1.39706633 DYHC2_HUMAN[3105-3120] 
NLNGFYLGGSHLSYANGIN DQDLFVQNCAALSSGAFWFRSCHFANLNGFYLGG 34.27 3868.751511 -2.36226079 MFAP4_HUMAN[191-224] 
NLQRAYSLAKEQRLNFGDD KEQRLNFGDDIPSAL 31.54 1701.868576 2.537211193 STUB1_HUMAN[125-139] 
NMCRCLMALKVPTTEKPTV KVPTTEKPTVTVNFR 62.12 1715.957031 -0.302455126 IF4G1_HUMAN[827-841] 
NMCRCLVTLKVPMADKPGN KVPMADKPGNTVNFR 33.3 1672.871902 0.949863524 IF4G3_HUMAN[820-834] 
NPEVTNQFLKQLGLHPNWQ KQLGLHPNWQFVDVYGMDPELLSMVPRPVC 80.9 3524.740723 6.377206656 UCHL3_HUMAN[21-50] 
NQLSSVITTKESSATDEAW KESSATDEAWRLLSTYLERY 30.28 2417.186249 2.797881215 NU160_HUMAN[1246-1265] 
NQTSATFLRVVGSELIQKY KAVANQTSATFLR 82.22 1405.767746 1.163776879 PRS4_HUMAN[237-249] 
NSAFVERLRKHGLEVIYMI KHGLEVIYMIEPIDEYCVQQL 86.54 2576.265457 3.789982113 HS90A_HUMAN[513-533] 
NSAFVERVRKQGFEVVYMT KEQVANSAFVERVR 63.04 1631.874329 -0.322941535 H90B3_HUMAN[364-377] 
NSAFVERVRKRGFEVVYMT KRGFEVVYMTEPIDEYCVQQL 93.63 2603.23999 3.899371567 HS90B_HUMAN[505-525] 
NSAVVLSAVKVLMKFMEML RLSHANSAVVLSAV 33.9 1422.794296 0.847627801 AP1B1_HUMAN[247-260] 
NSKIVVVTAGVRQQEGESR GVRQQEGESRLNLVQR 51.41 1867.997635 -0.585118514 LDHB_HUMAN[98-113] 
NSKLVIITAGARQQEGESR GARQQEGESRLNLVQR 42.32 1839.966324 -0.463051953 LDHA_HUMAN[97-112] 
NTGAQAWIKKDQFLRAAPV KDQFLRAAPVTGGMGAVLMR 77.61 2117.123779 0.270177873 SON_HUMAN[2295-2314] 
NTGLIVSLEKELAPLFEEL KELAPLFEELRQ 32.89 1471.803436 2.735419623 MK1I1_HUMAN[108-119] 
NTSNMPVAAREASIYTGIT KRTALVANTSNMPVAA 48.93 1642.882446 2.432310364 VATA_HUMAN[307-322] 
NVLEETTVKKEKEDEKELV KSEEQPMDLENRSTANVLEETTVK 42.42 2747.328308 3.339608147 RSF1_HUMAN[244-267] 
NVPPGEQRSRFLAVGLVDN RFLAVGLVDNTVR 80.45 1458.830704 2.063296304 SF3B3_HUMAN[603-615] 
PAAHPEGQLKFHPDTDDVP KFHPDTDDVPVPAPAGDQ 37.38 1904.890488 3.38917121 NUCB1_HUMAN[421-438] 
PACHRFKILKAECLAMLGR KAECLAMLGRYPEAQSVASDILR 69.92 2577.304276 2.346249939 DNJC7_HUMAN[182-204] 
PAHPSLLDKMEKAPPQPQH PAPAHPSLLDK 33.81 1144.624039 6.792623372 K1683_HUMAN[36-46] 
PASVETPLNSVLGDSSASE RRISSAAAPASVETPLN 42.1 1738.932556 -0.059231739 ENAH_HUMAN[262-278] 
PCADEAAISKLYSTIRPYL KLYSTIRPYLES 41.71 1468.792542 0.605939896 RRP12_HUMAN[771-782] 
PDKPNVYDFKTTYDQMYND KTTYDQMYNDLLR 82.64 1659.792633 1.951448594 SSU72_HUMAN[58-70] 
PDMLHRFYGKNSSYVHGGL KNSSYVHGGLDSNGKPADAVYGQ 71.22 2363.114197 1.195456404 G3BP1_HUMAN[36-58] 
PELQAVRMFADYLAHESRR KFGVVLDEIKPSSAPELQAVRMF 33.25 2560.372314 3.58424435 COPE_HUMAN[65-87] 
PFQSMQTVFNMNAPVPPVN KPLHSSGINVNAAPFQSMQTVF 54.77 2372.194702 2.563027392 CAPR1_HUMAN[499-520] 
PGAAQELQAKLAEIGAPIQ KLAEIGAPIQGNREELVERLQSY 59.44 2612.392151 -0.669118532 SF3B2_HUMAN[12-34] 
PGATSVRAIKAAIWESQHE KATVAVSEEHCAPGATSVRAI 78.88 2153.08989 1.458833658 K1671_HUMAN[832-852] 
PGDLTVQEGKLCRMDCKVS RPHFLQAPGDLTVQEG 73.33 1763.895493 0.476785616 PALLD_HUMAN[1134-1149] 
PGENLKIRLKGIEEEEILP KGIEEEEILPGFILCDPNNLCHSGRTFDA 44.45 3330.564896 6.249690563 ERF3A_HUMAN[367-395] 
PGHRDFIKNMITGTSQADC VTIIDAPGHRDFIKN 47.5 1694.9104 -1.285613682 EF1A1_HUMAN[87-101] 
PGPGQLTLRLRACGLNFAD KLQSRPAAPPAPGPGQLTLR 69.62 2054.174866 2.324534332 VAT1_HUMAN[63-82] 
PGTNQRQPSKKASKGKGLR KVTTAAAAAATSQDPEQHLTELREPAPGTNQRQPS 67.76 3670.829895 1.099751314 CSN7A_HUMAN[221-255] 
PGYSYTAANKNKGIIWGED KNKGIIWGEDTLMEYLENP 58.42 2249.103775 6.984559883 CYC_HUMAN[54-72] 
PIEVKTKKGKQTMQVDEHA KQTMQVDEHARPQTTLEQLQ 30.8 2380.180496 -0.178557887 THIM_HUMAN[214-233] 
PKSTQENNTKQLRFEDVVN KQLRFEDVVNQSSP 47.9 1645.842377 2.002014316 TIAR_HUMAN[189-202] 
PLRPKLNPKKARAYGPGIE KARAYGPGIEPTGNMV 33.03 1659.840256 1.087454045 FLNA_HUMAN[283-298] 
PNYCDQMGNKASYIHLQGS KAEGYEVAHGGRCVTVFSAPNYCDQMGN 68.74 3116.353882 3.609667074 PPP5_HUMAN[430-457] 
PPHELTEEEKQQILHSEEF KDEENDSKAPPHELTEEE 41.21 2095.918137 -2.168500725 DC1I2_HUMAN[195-212] 
PPRAPGPLSKQGSGSSQPM KIVAERPGTNSTGPAPMAPPRAPGPLS 78.41 2668.41188 -1.160990184 TIF1B_HUMAN[407-433] 
PPTSLVEKDKELPRDFPYE KRSMGGAAIAPPTSLVEKD 40.75 1927.019669 -1.040985742 SPF45_HUMAN[167-185] 
PQVSNDLLLKIKDTVLQRT KRLLEGDGGPNTGGMGAYCPAPQVSNDLLL 68.29 3099.511749 4.369075228 PUR2_HUMAN[219-248] 
PRIPVTLNMKMVMPSWFDL KYICPHAPRIPVTLNM 47.86 1909.006607 1.575164795 LYPA2_HUMAN[53-68] 
PRKPEGAQARTAQSGALRD KSSPGQPEAGPEGAQERPSQAAPAVEAEGPGSSQAPRKPEGAQA 42.49 4293.064575 -1.154187158 TXLNA_HUMAN[17-60] 
PRPSTGPHKLRECLPLIIF LRECLPLIIFLR 53.08 1541.91156 4.930243859 RS4X_HUMAN[38-49] 
PRVSQGSKDPAEGDGAQPE PAEGDGAQPEETPRDGDKPEETQG 85.63 2509.084076 -2.608521597 GANAB_HUMAN[193-216] 
PSADAPMFVMGVNHEKYDN KRVIISAPSADAPMFV 54.16 1700.928345 2.855499477 G3P_HUMAN[117-132] 
PSAERTIQQCCENILLNAA KAFFESHPAPSAERTIQQ 46.54 2043.017365 1.428279588 PSA_HUMAN[869-886] 
PSAPDLTEPKEEQPPVPSS KYRSEALPTDLPAPSAPDLTEP 54.98 2367.19577 1.394899417 GLU2B_HUMAN[279-300] 
PSEEDEMNDKKEAETTDIT KLHFLAPSEEDEMND 51.52 1773.787933 2.136106538 OGFD1_HUMAN[364-378] 
PSWRKKFRPKDIRGLAAGS KDIRGLAAGSAETLPANF 42.14 1829.963531 4.973323154 LIPA1_HUMAN[1147-1164] 
PTHFLVIPKKHISQISVAE AFHDISPQAPTHFLVIPK 70.65 2017.078537 2.383149645 HINT1_HUMAN[40-57] 
PTLELLQNPKEVLTRSEIQ KEVLTRSEIQDVNY 40.51 1692.86824 0.804551688 TRIM4_HUMAN[269-282] 
PTLPREDLEKIIAHFLIQQ KLRVAGVVAPTLPREDLE 59.75 1962.12619 3.135374285 RECQ1_HUMAN[526-543] 
PTPGAPQNRKEANPTPLTP KAKADPDCSNGQPQAAPTPGAPQNR 38.22 2575.219727 -0.965354519 CCD94_HUMAN[268-292] 
PVDITGQFEKWGEEEAELN NVKDILRAPVDITGQFE 65.87 1914.021072 4.729310525 SYCC_HUMAN[465-481] 
PVLDCHTAHIACKFAELKE VIILNHPGQISAGYAPVLDCHTAH 47.87 2582.306381 1.832470397 EF1A1_HUMAN[344-367] 
QAASQHVFRFYRESLQRRY KGLYSDTELQQCLAAAQAASQHVFR 79.23 2791.37114 4.299320799 EXOS5_HUMAN[198-222] 
QADRLIAQHRCQRTQAETE KALALAQADRLIAQH 39.72 1617.931427 1.239236699 K1524_HUMAN[647-661] 
QAKENEKKLKSMEAEMIQL KSMEAEMIQLQEELAAAERA 116.43 2247.087433 3.614011578 MYH9_HUMAN[1676-1695] 
QAMIFCHTRKTASWLAAEL KFQALCNLYGAITIAQAMIFCHTR 67.63 2826.413147 -4.57328753 DD19A_HUMAN[319-342] 
QARFNESSQKLDLLKYSLE KALSEAQARFNESSQ 70.38 1664.811768 0.424071966 PKN2_HUMAN[252-266] 
QATSDLVNAIKADAEGESD IKADAEGESDLENSR 41.1 1632.759064 -0.307455038 TLN1_HUMAN[840-854] 
QDETPITSAKEESESTAVG KEESESTAVGQAHSDISKDMSEASE 70.7 2651.150406 2.740697013 AKA12_HUMAN[1615-1639] 
QEGQCRVDDKVNFHFILFN AHDAVAQEGQCRVDD 64.78 1669.711456 0.321013549 UCHL1_HUMAN[142-156] 
QETVADYQQTIKKYRQLTA KRVEAAQETVADYQQ 91.53 1734.853653 0.046689817 DCTN1_HUMAN[501-515] 
QGVRGYPTLKLFKPGQEAV KVDCTAHSDVCSAQGVRGYPTL 78.6 2420.121307 0.758226455 TXND5_HUMAN[118-139] 
QGVSGAVQDKGSIHKFVPY KIKVAQGVSGAVQD 75.27 1398.783081 -1.327582543 IMDH2_HUMAN[436-449] 
QIFIQKKAVKNFTEVHPDY KNFTEVHPDYGSHIQALLD 37.1 2183.064728 7.409766551 CATA_HUMAN[480-498] 
QLCREKQHTKAIELLQEFS KAIELLQEFSDQHPENAAEIKL 78.37 2522.301605 2.175790551 SRP72_HUMAN[356-377] 
QLDEWKAKKKASNGNARPE KASNGNARPETVTNDDEEALDEET 76.19 2604.142288 0.681606381 RBM25_HUMAN[118-141] 
QLLVEQNFPAIAIHRGMPQ AIAIHRGMPQEERLS 39.64 1706.88858 -0.291758938 UAP56_HUMAN[314-328] 
QLTGPEAGRKPARGVGSGG KEPPKEETAQLTGPEAGR 36.58 1936.985382 -1.894180531 BAT2_HUMAN[883-900] 
QNLSAMEIRKKARSFAKAA KVLSELGREAQNLSAMEIR 41.97 2143.141876 1.589722098 SYIM_HUMAN[163-181] 
QPLLREVLEKQPVLSQTEA KQPVLSQTEARDLVERCM 45.79 2159.082687 1.229688893 PSB4_HUMAN[201-218] 
QPSRWSSNFKDFLKKCLEK KSEPPTLAQPSRWSSNF 40.84 1930.953705 3.163721628 SLK_HUMAN[249-265] 
QQDTIEVPEKDLVDKARQI RNRFGAQQDTIEVPE 33.8 1758.864899 0.662359002 MCM2_HUMAN[848-862] 
QQEAQRAQFLVEKAKQEQR KQVAQQEAQRAQF 45.61 1530.790268 -2.590165409 PHB2_HUMAN[200-212] 
QRQDIAFAYQRRTKKELAS NRSNAQRQDIAFAY 31.95 1652.80188 -0.386011178 ANXA2_HUMAN[62-75] 
QRQEISAAFKTLFGRDLLD KGLGTDEESILTLLTSRSNAQRQEISAAF 71.1 3134.620728 2.808952267 ANXA5_HUMAN[29-57] 
QSICERVTPRLSHANSAVV RLSHANSAVVLSAV 33.9 1422.794296 0.847627801 AP1B1_HUMAN[247-260] 
QSKESEKKLKSLEAEILQL KSLEAEILQLQEELASSERAR 30.86 2399.265533 4.805637326 MYH10_HUMAN[1683-1703] 
QSKRGILTLKYPIEHGIIT KYPIEHGIITNWDDME 46.45 1975.89856 1.469711077 ACTA_HUMAN[70-85] 
QSKRGILTLKYPIEHGIVT KYPIEHGIVTNWDDME 52.29 1945.888 3.404101367 ACTB_HUMAN[68-83] 
QSSLQEVYHKSMTLKEAIK KGPQLFHMDPSGTFVQCDARAIGSASEGAQSSLQEVYH 44.99 4104.905823 4.669778267 PSA5_HUMAN[149-186] 
QSVASDILRMDSTNADALY KAECLAMLGRYPEAQSVASDILR 69.92 2577.304276 2.346249939 DNJC7_HUMAN[182-204] 
QTPAELYNAILVDTPLAAF KCHPLGSFEQMEAVNIAQTPAELYNA 31.44 2917.373825 4.133169324 VA0D1_HUMAN[128-153] 
QTSVAYGCIKYADLSHNRL KYADLSHNRLNDYIFSFD 36.99 2217.049057 1.589951286 SYRC_HUMAN[504-521] 
QTVRSTMNFKIGGVTERMP KIGGVTERMPTPVI 39.02 1496.838486 2.356967724 FUMH_HUMAN[80-93] 
QTWRIPRVFSWLQQEGHLS KLGVDLDAQTWRIPRVF 44.16 2013.115982 4.490551007 PUR2_HUMAN[697-713] 
QVEVIRSGQKLRKKSADTG RQQAQVEVIRSGQ 59.75 1497.801178 -2.167844469 VP13C_HUMAN[445-457] 
QVNPERKNLKWIGLDLSNG KWIGLDLSNGKPRDN 49.76 1711.900543 -0.245925502 TCPA_HUMAN[484-498] 
QVPGPLTPEMEARQATRKR MEARQATRKRE 31.81 1374.714966 1.481761711 ANKZ1_HUMAN[610-620] 
QVVLQDLDKKENGLRDILA KFAQVVLQDLDK 61.66 1402.782013 1.611797114 HSP7E_HUMAN[457-468] 
RAANMFKMAKNWSAAGNAF KNWSAAGNAFCQAAQLHL 68.25 1985.952988 3.618413952 SNAA_HUMAN[56-73] 
RAIRDMCLEKDTLGLFLRE KDTLGLFLREGSASTEVLR 67.8 2091.132401 0.320400564 U520_HUMAN[745-763] 
RALEEALEAKEEFERQNKQ KALSLARALEEALEA 32.96 1583.888199 4.364575735 MYH10_HUMAN[1484-1498] 
RALEEAMEQKAELERLNKQ KALSLARALEEAMEQ 40.3 1658.866089 1.55708771 MYH9_HUMAN[1477-1491] 
RAQAQAAAEKLRKEAEQEA KQSAEEQAQARAQAQAAAE 46.98 1984.956177 -0.420160409 PLEC1_HUMAN[2255-2273] 
RAVVEKRLAACVNLIPQIT KEIARAVVEKRLA 32.39 1481.904144 -8.982362357 CUTA_HUMAN[82-94] 
RCAAPGGVRKAPAPFRPAS KEEPPPLTPPARCAAPGGVR 54.14 2099.094574 -1.515415284 TB182_HUMAN[124-143] 
RELSGTIKEILGTAQSVGC ILGTAQSVGCNVDGRHPHDIIDDINSGAVECPAS 50.41 3573.657669 3.843121326 RL12_HUMAN[132-165] 
REVKEQSGQKCFLAQPVTL KCFLAQPVTLLDIYTHWQQTSELGR 87.19 3003.527664 5.182905484 TCOF_HUMAN[37-61] 
RFSTELEREKLIRQQMEEQ KLIRQQMEEQVAQ 33.89 1599.84024 -1.253875199 SWP70_HUMAN[395-407] 
RGCCYIPAKQGLQGAQMGQ KAITQEQCEARGCCYIPAK 34.75 2282.060562 0.183167794 LYAG_HUMAN[96-114] 
RGFALLRMPKMPELRGKQF KDLDFASLARGFALLRMP 39.17 2020.092773 4.059219512 DDX55_HUMAN[444-461] 
RKKGTHFNFAIVFTDVKRP AIVFTDVKRPGYRV 43.52 1619.914764 -1.327847642 SAP18_HUMAN[90-103] 
RLAHLGVQVKGEDEEENNL KGEDEEENNLEVRET 75.02 1789.79657 0.565427388 RPN1_HUMAN[89-103] 
RLEYYENARKFRHSVRAAA KLETADAPARLEYYENAR 46.04 2109.049011 1.920296768 IRS4_HUMAN[99-116] 
RLQHAAELIKTVASRYDEY KTVASRYDEYVNV 46.44 1542.767807 1.17775338 PDC6I_HUMAN[285-297] 
RLRMVDVVEKEDVNEAIRL KEDVNEAIRLMEMS 48.78 1663.790894 3.065289045 MCM7_HUMAN[627-640] 
RLSSPVLHRLRLREDENAE LRLREDENAEPVGTTYQ 31.21 1989.975555 6.014646748 DREB_HUMAN[148-164] 
RMLCVNAPPKKAQEGGGSE KKAQEGGGSEVFQEL 31.64 1605.799835 0.876198869 FA98A_HUMAN[132-146] 
RMTAMDNASKNASEMIDKL KESTTSEQSARMTAMDNAS 79.96 2043.883698 -0.623323138 ATPG_HUMAN[243-261] 
RPGAHAKVKKLFVGGLKGD KLFVGGLKGDVAEGDLIEHF 75.04 2143.131363 5.276858057 ROA0_HUMAN[99-118] 
RPNRNLTFTKKEPLGVCAI KIQGSTIPINQARPNRNLTFT 30.17 2368.297501 -0.954272003 AL1L2_HUMAN[560-580] 
RQGAEERSHKLQQELGGRI KLQQELGGRIGALQL 36.16 1622.946762 3.678494045 RUFY1_HUMAN[521-535] 
RQLTKAMMRKATASRLVTQ KATASRLVTQRDADVQNFVSFIS 45.79 2552.334702 2.597621697 D3D2_HUMAN[260-282] 
RQQEGESRLNLVQRNVNIF KLVIITAGARQQEGESRL 61.54 1968.111588 -0.332298231 LDHA_HUMAN[90-107] 
RQQRFAHFTELAIISVQEI ELAIISVQEIV 30.12 1212.696533 -9.787279568 NR1H2_HUMAN[273-283] 
RRSGEVTLTKGDPGSLEEW KLNSGGGLSEELGSARRSGEVTLT 30.5 2417.251007 2.442857603 EHMT2_HUMAN[229-252] 
RSAGLFQNPKQICSCDGLT KQICSCDGLTIWEERGRPIAG 72.29 2445.189285 1.201134005 CCS_HUMAN[241-261] 
RSLPSASTSKATISDEEIE KATISDEEIERQL 62.29 1530.78891 0.719890243 CHM2B_HUMAN[195-207] 
RSPEELSLATQLYAGLVVS TQLYAGLVVSLSGL 32.4 1419.797333 -7.248921914 INT5_HUMAN[536-549] 
RSRILRAGGKILTFDQLAL KILTFDQLALDSPKGCGTVLLSGPR 88.01 2685.452377 0.694482619 RL18_HUMAN[119-143] 
RVPKKILKCKAVSRELNFS KAVSRELNFSSTEQME 67.84 1854.878143 2.107416067 PDE6D_HUMAN[57-72] 
RYLYYTGRIKAIQLEYSEA KSVFPEQANNNEWARYLYYTGRI 44.37 2818.38266 4.198507239 PSMD3_HUMAN[273-295] 
SAGLPKKGEKEQQEAIEHI KEQQEAIEHIDEVQNEIDRLNEQASEEIL 82.71 3448.659317 6.514125617 SET_HUMAN[39-67] 
SAKKKMKSKKKVEQPVIEE KKVEQPVIEEPAL 36.31 1478.834412 1.921783789 TS118_HUMAN[274-286] 
SALPALVMSKGHRIEEVPE KRYAICSALAASALPALVMS 38.68 2092.117249 5.966682798 RL4_HUMAN[120-139] 
SAMQLSQCAKNLGTALAEL KNLGTALAELRTAAQ 64.38 1555.868164 2.416657199 TLN1_HUMAN[1025-1039] 
SAQRELAAFRTKVQDHSKA KAQELGHSQSALASAQRELAAF 41.52 2312.187256 0.591215091 NUMA1_HUMAN[1174-1195] 
SCLYGQLPKFQDGDLTLYQ FQDGDLTLYQSNTILRHLGRTLGLYG 59.23 2950.530106 5.173985505 GSTP1_HUMAN[56-81] 
SDGQKMSKRKKNYPDPVSI KKNYPDPVSIIQ 31.75 1400.766342 1.82185988 SYIC_HUMAN[609-620] 
SEGEEVPQDKAPSHVPFLL KKAALSASEGEEVPQD 62.29 1657.815857 -1.672682758 AIFM1_HUMAN[111-126] 
SEYAHRGLDKLEENLPILQ KLEPQIASASEYAHRGLD 100.15 1984.001358 4.775198344 M6PBP_HUMAN[84-101] 
SGLVPAAPPKRPAVASARP KKPMSLASGLVPAAPP 38.13 1562.885406 2.697574617 MAP4_HUMAN[738-753] 
SGQAFELILSPRSKESVPE KRASGQAFELIL 33.61 1331.756104 2.365297963 STMN1_HUMAN[13-24] 
SGSACSGLNKQEPGGSHGS KIVRSSGGRMDAPASGSACSGLN 78.67 2277.095383 -0.092661907 GPTC8_HUMAN[208-230] 
SGSTSTPAPSRTASFSESR SRTASFSESRADEVAPAK 36.41 1907.933685 0.281456323 ACLY_HUMAN[451-468] 
SGSVGRVAMSREDKEAAKL KGVDRLLGLGSASGSVGRVAM 59.71 2029.110245 1.382872127 MMTA2_HUMAN[113-133] 
SGYLHIGHAKAALLNQHYQ KAALLNQHYQVNF 45.34 1544.809937 0.456366821 SYEP_HUMAN[216-228] 
SHFDRHYCGKCCLTYCFNK KCCLTYCFNKPEDK 74.7 1861.816101 -0.245459259 RS27A_HUMAN[67-80] 
SIDILHSIVKRDIQENDEE KRDIQENDEEAVQV 74.01 1671.806366 1.534866748 PSD11_HUMAN[32-45] 
SIDSKLNQAKGWLRDPSAS KGWLRDPSASPGDAGEQAIRQ 55.56 2238.11412 -1.509306416 VINC_HUMAN[281-301] 
SIEKGGSLPKVEAKFINYV KMQASIEKGGSLP 45.59 1344.707108 1.194312122 NPM_HUMAN[250-262] 
SILNTWISLKQADKKIREC KLRASILNTWISL 40.53 1513.89801 3.006807572 PUR6_HUMAN[401-413] 
SKRALVILAKGAEEMETVI KGAEEMETVIPVDVMR 69.73 1802.89064 3.158261446 PARK7_HUMAN[12-27] 
SKVMVELLGSYTEDNASQA SYTEDNASQARVDAHRC 47.01 1978.855133 -1.547359354 EIF3M_HUMAN[191-207] 
SLARLDLERKVESLQEEIA RQDVDNASLARLDLER 42.56 1869.965652 1.079698976 VIME_HUMAN[207-222] 
SLEKFEIPVKIRLSPEPWT KIRLSPEPWTPETGLVTDAF 32.02 2256.179031 4.220409759 ACSL3_HUMAN[679-698] 
SLSLIEKYFSVEEEEDQNV KASLSLIEKYF 33.58 1297.728149 3.177090674 IMA2_HUMAN[486-496] 
SLSTFQQMWISKQEYDESG ISKQEYDESGPSIVHR 101.88 1843.906418 2.605338293 A26CA_HUMAN[1057-1072] 
SMPDNTAAQKVSHLLGINV KVSHLLGINVTDFTRG 61.56 1755.963181 3.018856009 MYH9_HUMAN[373-388] 
SNGASDYGNKFGEPVLAGF KFGEPVLAGFARSLGLQLPDGQR 36.39 2455.333572 4.077246413 PUR4_HUMAN[395-417] 
SPKIDSVAAQPTATSPVVY LKSPGFASPKIDSVAA 32.25 1586.866791 -0.200394893 NU153_HUMAN[612-627] 
SPRRRGQRPKESEQDVEDS KESEQDVEDSQNHTGEPVGDDYK 70.61 2605.105209 1.536214348 CD032_HUMAN[47-69] 
SQCQQPAENKLSDLLAPIS KLERALLVTASQCQQPAEN 71.12 2155.105515 0.927564793 CAP1_HUMAN[81-99] 
SQFSDCSSAKARGDLGAFS KIKSGEEDFESLASQFSDCSSA 98.85 2421.064178 2.373336507 PIN1_HUMAN[95-116] 
SQPSGRLQANQSLNRMDNS NQSLNRMDNSQHPQPADSRQTGSS 38.42 2654.185135 -0.618645617 TOP3A_HUMAN[769-792] 
SQTPASNQPKRPPAAPENT KRPPAAPENTPLVPSGV 46.71 1728.952255 -0.146331398 BAT2_HUMAN[123-139] 
SRDKTIIMWKLTRDETNYG KLTRDETNYGIPQR 45.98 1689.879807 -0.984093657 GBLP_HUMAN[44-57] 
SRGLDVEDVKFVINYDYPN KFVINYDYPNSSEDYIHR 65.71 2259.059616 1.556399829 DDX5_HUMAN[411-428] 
SRIESLEQEKVDEEEEGKK KETLIIEPEKNASRIESLEQE 36.48 2455.280518 2.421311926 MYPT1_HUMAN[320-340] 
SRYDEYVNVKDFSDKINRA KTVASRYDEYVNV 46.44 1542.767807 1.17775338 PDC6I_HUMAN[285-297] 
SSDVLETASKSANPPHTIQ KSANPPHTIQASEEQSSTPAPVK 103.43 2403.202988 -1.733519815 HBS1L_HUMAN[214-236] 
SSIHPEQCIKVLCPIIQTA KEVVRAAEEAASTLASSIHPEQCI 55.37 2595.296219 2.328443264 CLAP1_HUMAN[1401-1424] 
SSKPGEKGDKVGGSGGGGH KVGGSGGGGHGGGGGGGSSNAGGGGGGASGGGANS 131.35 2513.062485 0.062075655 SOX4_HUMAN[157-191] 
SSRSESGRMKKSDNKMGIT KEGPSGSGDSQLSASSRSESGRM 78.89 2296.034943 -0.587970146 TF3C1_HUMAN[742-764] 
SSVLRCGKKKVWLDPNETN KVWLDPNETNEIANANSRQQIR 62.76 2595.315308 2.027884621 RL19_HUMAN[21-42] 
STLAEVERLKGLLQSGQIP KNAIANASTLAEVERL 49.32 1698.926392 3.066642572 RU2A_HUMAN[205-220] 
SVDSHFCHLAWVNTPKKQG KLNCQVIGASVDSHFCHL 79.19 2083.993179 0.975531024 PRDX1_HUMAN[68-85] 
SVEMVKYHHCRDVPLHALY CRDVPLHALYDNVE 56.94 1699.798798 0.861278406 ASNS_HUMAN[207-220] 
SYVKFYQNNKDFIDSLGLL KDFIDSLGLLHEQNMA 54.03 1829.898163 4.469647637 EIF3M_HUMAN[260-275] 
SYYRKFFETKLCQIFSDLN KLCQIFSDLNATYR 71.5 1727.86647 -1.294081481 SR140_HUMAN[622-635] 
TAASSSSLEKSYELPDGQV KLCYVALDFEQEMATAASSSSLE 120.65 2549.166519 -1.116051062 A26CA_HUMAN[915-937] 
TAGAAGGRGKGAYQDRDKP PENVAPRSGATAGAAGGRG 49.63 1694.844833 -0.737530643 TCPD_HUMAN[2-20] 
TAGIIGVNRKGQVLSVCVE NRISGETIFVTAPHEATAGIIGVNR 101.52 2622.387787 -0.093426305 CLH1_HUMAN[296-320] 
TCIALRPYPKEEVGQYLKK KNIDHMLWLEQPENIATCIALRPYP 46.64 3021.520416 4.519578927 CB079_HUMAN[101-125] 
TDFVVPGPGKVEITYTPSD IIIGRHAYGDQYRATDFVVPGPG 53 2501.281555 1.866643118 IDHC_HUMAN[128-150] 
TDIHLGFMEKDAVRGNDTF KDAVRGNDTFVTLDEILR 33.25 2061.085464 1.692797344 MRE11_HUMAN[28-45] 
TDILPKWLRFIRGVVDSED FIRGVVDSEDIPLNLSRELLQESALIR 45.43 3081.682205 4.934967004 TRAP1_HUMAN[386-412] 
TDLDQEVKERAISCMGHLV EMSAVTLARLRATDLDQEVKE 42.07 2374.216187 -6.450549905 CAND2_HUMAN[476-496] 
TEAAITILRIDDLIKLHPE IDDLIKLHPESKDD 49.92 1636.830795 1.812649181 TCPA_HUMAN[527-540] 
TEHIPSPAKKVPRLPATAA KVPRLPATAAEPEAAVISNGEH 72.35 2256.186203 0.557578093 HMCS1_HUMAN[499-520] 
TEKNKEFLPRLGATIEHIS RLGATIEHISVSPAGDLFCTSHSDN 36.75 2683.266037 3.855748874 WDR75_HUMAN[288-312] 
TENCISAVGKIMKFKPDCV KTKENVNATENCISAVG 36.04 1833.889053 -1.286337358 IPO5_HUMAN[961-977] 
TGATFAHICKMTDVFEGSI KMTDVFEGSIIRCM 80.5 1685.793915 2.317602386 SK2L2_HUMAN[984-997] 
TGEGKAAVLKRILEDQEEN KRILEDQEENPLP 31.87 1579.820541 1.538782372 6PGL_HUMAN[213-225] 
TGKISKLGRSFTRARDYDA SFTRARDYDAMGSQT 55.3 1704.752579 1.362661086 RUVB2_HUMAN[208-222] 
TGLLGRAVHKEFQQNNWHA RVLVTGATGLLGRAVH 57.74 1618.96312 0.96481506 MAT2B_HUMAN[30-45] 
TGRLGRSKRKRLEVEEPLG KRLEVEEPLGSGPSVLGTGTGGSGGFHLA 72.53 2808.440643 2.820070283 LMNB2_HUMAN[417-445] 
TGVLPSPQGKSTSLSKASP RRGAPSSPATGVLPSPQG 40.34 1733.917282 1.154611019 NU188_HUMAN[1703-1720] 
THNEPGVRLKARSYELQES KFESDPATHNEPGVRL 74.41 1795.8853 2.680572083 SEP11_HUMAN[65-80] 
TISYLKIGPKANLLNNEAH KANLLNNEAHAITMQVT 40.3 1866.962143 0.449393151 RECQ1_HUMAN[575-591] 
TKNETSAPFKERPTPSLNN KERPTPSLNNNCTTSEDSLVLY 59.21 2537.206757 0.932127425 SYEP_HUMAN[733-754] 
TKYNSEVVDKKIEEFLSSF KKIEEFLSSFEE 51.28 1484.739838 2.056926016 NRDC_HUMAN[992-1003] 
TLQDIIRRFKSSKFGCRDP KQEYFVVAATLQDIIRRF 49.71 2196.205505 3.786986227 PYGB_HUMAN[295-312] 
TMLFAELTYTLATEEAERI TLATEEAERIGVDHVAR 35.94 1865.959518 2.382688347 CSN6_HUMAN[189-205] 
TNAAVTVLRVDQIIMAKPA KLATNAAVTVLR 53.39 1255.7612 3.027645702 TCPQ_HUMAN[509-520] 
TNHVLTDAQKILCIEKCFT KRQFPNASLIGLTATATNHVLTDAQ 40.53 2666.414001 3.166049982 RECQ1_HUMAN[242-266] 
TNPNYEIMCMIRDFRGSLD KRAQDVDATNPNYEIMC 54.82 2023.909134 3.749180174 KIF2A_HUMAN[183-199] 
TNSTSVSSRKAENKYAGGN KVLGSSTSATNSTSVSSR 43.61 1767.896271 -0.526048963 PAF_HUMAN[24-41] 
TPPPPPPPKKETKPEPMEE KETKPEPMEEDLPEN 56.65 1784.813797 0.282942681 STIP1_HUMAN[207-221] 
TPTFLFFRNKVRIDQYQGA KVRIDQYQGADAVGLEE 81.82 1889.948288 3.706979733 TXNL1_HUMAN[85-101] 
TRRLSGFLRTLADRLEGTK TLADRLEGTKELLSSDMK 73.63 2006.03537 3.106625184 MINA_HUMAN[314-331] 
TSGDYLRVWRVGETETRLE RVGETETRLECLLNNN 36.08 1916.937393 2.461739239 WDR68_HUMAN[99-114] 
TSILNNPIVKARYERFVKG KRESVLTATSILNNPIV 62.32 1854.057434 2.518800073 ZN326_HUMAN[442-458] 
TSRIAELESKTNTLRLSQT KQQLSAATSRIAELES 43.2 1730.916229 1.411391238 CEP55_HUMAN[129-144] 
TTGKPHVAYFVPMSKIADF KIYWGTATTGKPHVAY 32.63 1791.930801 1.568698969 SYYC_HUMAN[37-52] 
TVISHNPETKKTRVKLPSG KLARASGNYATVISHNPET 47.93 2028.038818 -1.757362812 RL8_HUMAN[125-143] 
TVLTSIQLLMSEPNPDDPL NIATVLTSIQLL 33.34 1284.765289 0.3915112 UBE2T_HUMAN[103-114] 
TVNTFGYIAKAIGPHDVLA KAIGPHDVLATLLNNL 44.97 1687.962082 4.29630504 SF3B1_HUMAN[1086-1101] 
TVSSSPETKKDHPKTGAKT KPNRPQSSPEDGQVATVSSSPETK 89.85 2525.235764 -0.686272555 APBB2_HUMAN[210-233] 
TVTLDQVRNILRSDTDVSM ILRSDTDVSMPLVEERH 50.41 1996.004761 1.323644137 CI064_HUMAN[133-149] 
TWVVDVKNGKGSVLPNSDK KEATWVVDVKNG 77.38 1344.703766 1.588453944 NLTP_HUMAN[470-481] 
TYAPVISAEKAYHEQLSVA RIHFPLATYAPVISAE 76.45 1783.962082 3.245584678 TBA1A_HUMAN[264-279] 
TYIAEEYSRLRSQDSMSSD LRSQDSMSSDTARTSPVTAR 49.75 2165.049484 -0.214313808 MCM3_HUMAN[597-616] 
VAAVTEEEHKLYDDIDFDI KRGNILIPGINEAVAAVTEEEH 46.89 2359.249527 2.536823652 CNDP2_HUMAN[253-274] 
VAGARDTYCKSMEQVCGGD KSMEQVCGGDKPYIAPSDLER 71.05 2379.119858 0.169390373 ATLA2_HUMAN[396-416] 
VAHALTEKSKAMTGVEQWP KAMTGVEQWPYRAVAQ 48.77 1833.919571 1.910116482 TCPG_HUMAN[427-442] 
VALHSAVSASDLELHPPSY SDLELHPPSYPWSHRGLLS 49.67 2190.085785 2.5327775 CY1_HUMAN[85-103] 
VAQRDPIIAKQLFSSLFSG KHSSLITPLQAVAQRDPIIA 70.06 2157.226959 0.766261516 PRKDC_HUMAN[2786-2805] 
VASSLQSCFSHLMKSEKKV KQTMSHDSQAVASSLQSCF 87.93 2110.941193 0.957392848 MPI_HUMAN[180-198] 
VAVLQAHHAKKEAAQKVGA KVDEAVAVLQAHHA 94.08 1486.789215 0.287196057 PABP4_HUMAN[615-628] 
VCDIPPRGLKMSATFIGNS KNSSYFVEWIPNNVKTAVCDIPPRGL 64.55 3003.527649 5.005114571 TBB2A_HUMAN[336-361] 
VCGQPQQLLQVLQQTLPPP KGVDHLTNAIAVCGQPQQLL 54.4 2161.131378 1.048524871 TOM20_HUMAN[88-107] 
VCIIAMIIFSSCFCYKHYC ISMAVCIIAMIIF 37.77 1496.780487 6.864734067 BMR1A_HUMAN[158-170] 
VCMFLASKLKETSPLTAEK AVCMFLASKL 32.12 1154.582779 -7.227719096 CCND2_HUMAN[103-112] 
VDSQILPKIKAIPQLQGYL KAIPQLQGYLRS 36.54 1372.782654 -0.065560269 RL6_HUMAN[262-273] 
VECLNYQHYKGSDFDCELR KGSDFDCELRL 71.89 1338.623795 0.880755298 HNRPK_HUMAN[139-149] 
VEDDFVEMRKNDPQSITAD KNDPQSITADDLHQLLVVAR 62.91 2232.186234 3.583034371 CJ119_HUMAN[582-601] 
VEEAFVPVIKLCFDGIEID KLQEEVKDLRAVEEAFVPVI 63.69 2311.278717 3.568154693 PAPOA_HUMAN[138-157] 
VEFNFGQKEKPYFPIPEEY KPYFPIPEEYTFIQNVPLEDRVRGPKGPEE 87.89 3543.803787 4.702574127 HNRPU_HUMAN[463-492] 
VELGEKASGKLRLLEIVSY KAVELGEKASG 77.95 1087.587311 -0.007355731 UBP7_HUMAN[927-937] 
VENLNEMQCMWFQTECAQA KFTREGTSAVENLNEMQC 68.11 2112.956818 1.880776723 NARG1_HUMAN[467-484] 
VENMPSLKMKVVEVLAGHG KVVEVLAGHGHLY 46.19 1420.782684 -0.331507419 FAS_HUMAN[1241-1253] 
VFPSIVGRPRQQGMMGGMH KAGFAGDDAPRAVFPSIVGRP 73.64 2127.122528 1.515192453 A26CA_HUMAN[718-738] 
VFRPEVPLRRDLPLLLFRT RDLPLLLFR 67.74 1141.697144 3.29334274 SERA_HUMAN[461-469] 
VGCCGLQLYKFGETVSIVF KLGIPYRVIHNASIMNAVGCCGLQLY 68.41 2946.503021 3.703373091 DPH5_HUMAN[100-125] 
VGLVDNTVRIISLDPSDCL RFLAVGLVDNTVR 80.45 1458.830704 2.063296304 SF3B3_HUMAN[603-615] 
VGPIVQLQEKLYVPVKEYP KRSAELPDAVGPIVQLQE 71.06 1949.058167 3.337509424 QKI_HUMAN[67-84] 
VGVIKAVDKKAAGAGKVTK MRQTVAVGVIKAVDK 60.28 1613.928696 2.562690663 EF1A1_HUMAN[429-443] 
VGVIKNVEKKSGGAGKVTK MRQTVAVGVIKNVEK 59.1 1670.95015 0.108920066 EF1A2_HUMAN[429-443] 
VHIDNGFMRKRESQSVEEA NRALNQEQVIAVHIDNGFMR 55.49 2324.180756 1.255065895 GUAA_HUMAN[257-276] 
VHPREIFKQKERAMSTTSI KERAMSTTSISSPQPG 59.34 1675.819916 -0.652814774 DBNL_HUMAN[264-279] 
VHTVDSTADKYHVVSGADD KYHVVSGADDYTV 55.05 1452.688522 1.13031801 UTP15_HUMAN[134-146] 
VIAELKKQSKPVTTPEEIA KPVTTPEEIAQVATISANGDKEIGNIISDAMK 62.43 3339.723145 5.562736548 CH60_HUMAN[160-191] 
VIDWPTEEGKEVWDYVTVR KEVWDYVTVR 31.04 1293.671738 3.104342378 RISC_HUMAN[37-46] 
VIGKGGKNIKALRTDYNAS KALRTDYNASVSVPDSSGPERIL 46.63 2474.276489 1.488111784 HNRPK_HUMAN[66-88] 
VINMHTFNDRRLPGKDSMA MVKTDAVINMHTFND 33.31 1750.801849 6.724918646 GRIK3_HUMAN[885-899] 
VKAMDEMNGKEIEGEEIEI KEIEGEEIEIVLAKPPDK 57.53 2036.10408 4.62746482 HNRPR_HUMAN[397-414] 
VKDFDCCCLSLQPCHDPVV SRDAVKDFDCCCL 69.42 1644.669464 0.187271672 NOSIP_HUMAN[36-48] 
VKGVFDHRMKCWQKWEDAQ KCWQKWEDAQITLL 36.25 1817.913422 2.953936054 SNX2_HUMAN[412-425] 
VKTVISAAGNLKRENPSMN NLKRENPSMNEELI 33.99 1685.840607 9.043559597 DYH1_HUMAN[1767-1780] 
VKVHSFPTLKFFPASADRT KFFPASADRTVIDYNGERTLDGF 31.19 2618.27652 1.742749463 PDIA1_HUMAN[444-466] 
VLEDHTLAHSLQEQEIEHH SLQEQEIEHHLASNVQRN 30.33 2131.040604 2.120090998 CCD50_HUMAN[32-49] 
VLFCLSEDKKNIILEEGKE KNIILEEGKEILVGDVGQTVDDPYATFVK 81.2 3189.680908 5.515912252 COF1_HUMAN[45-73] 
VLGEVKLCEKMAQFDAKKF RAVLGEVKLCE 56.45 1272.685989 3.578258926 EF1G_HUMAN[201-211] 
VLGHELGHWKLGHTVKNII KNEEVLAVLGHELGHW 69.84 1829.942413 3.327427113 FACE1_HUMAN[325-340] 
VLGPNVSIGKGVTVGEGVR KGVTVGEGVRL 45.75 1113.65062 2.508865842 GMPPA_HUMAN[309-319] 
VLKNKFDVQKALSGVLEQD KALSGVLEQDRVQSL 74.79 1641.904968 -0.350812021 HBS1L_HUMAN[114-128] 
VLLGPPGAGKGTQAPRLAE KGIRAVLLGPPGAG 43.62 1304.792847 3.168319024 KAD2_HUMAN[14-27] 
VLSTELAVRKLRQELGICP KLRQELGICPAV 36.94 1382.770386 -1.346572084 PYR1_HUMAN[889-900] 
VMLHSFTLRQQLQTTRQEL KALQDEWDAVMLHSFTLR 107.1 2159.083344 3.621907427 PRP19_HUMAN[76-93] 
VMVYDDANKKWVPAGGSTG ARAAVMVYDDANK 53.35 1422.69252 1.000919018 ENAH_HUMAN[9-21] 
VNFLVSLLKKNWQNVRALY KNWQNVRALYI 36.72 1403.767334 2.413505371 RL10A_HUMAN[196-206] 
VNPRDPPSWSVLAGHSRTV KTMLESAGGLIQTARALAVNPRDPPSW 34.18 2878.512314 6.395317439 TLN1_HUMAN[1604-1630] 
VPGIGPSLQKPFQEYLEAQ KPFQEYLEAQRQ 54.7 1535.773209 1.558172773 TMM49_HUMAN[336-347] 
VPGITRHLTKRLPTKSSQK KPVLTAVPGITRHLT 41.36 1601.961716 -1.187294291 ZC11A_HUMAN[595-609] 
VQEIMIPASKAGLVIGKGG KAGLVIGKGGETI 52.82 1241.734329 7.193970394 FUBP1_HUMAN[196-208] 
VQFVDMVKGKSLTGVVNAQ KEAQSRCGEEIAVQFVDMVKG 76.02 2380.151505 1.540238087 SERA_HUMAN[289-309] 
VQGDVVRELKAKKAPKEDV NRVAVQGDVVREL 49.72 1453.800125 0.768331204 SYEP_HUMAN[755-767] 
VQLATEPLEKAVQSRLTGE RIQHAVQLATEPLE 61.24 1603.868179 2.863701681 SYCC_HUMAN[154-167] 
VQMYENCLRKFYKHQNTEV KQYISAVQMYENCLR 85.09 1901.91275 4.075896752 CTR9_HUMAN[695-709] 
VQRLEEQLMKLEVQATDRE KLEVQATDREEN 59.95 1430.700104 0.131404198 TOP1_HUMAN[700-711] 
VQSDERLQPLLNHLSHSYT LLNHLSHSYTGQDYSTQGNVG 49.04 2290.061447 -2.330068482 PRI2_HUMAN[249-269] 
VRELVLDNCKSNDGKIEGL NRTPAAVRELVLDNC 33.6 1726.878433 2.234668015 AN32B_HUMAN[13-27] 
VRTDGFDEFKVRLQDLSSC KVRLQDLSSCITQG 36.57 1603.83519 1.056218251 PML_HUMAN[380-393] 
VRTLNKVAMKHPSAVTACN KHPSAVTACNLDLENLVTDSNRSIATLA 51.57 3009.518921 2.053816627 COPG_HUMAN[317-344] 
VSAGHGLPAKFVIHCNSPV KFVIHCNSPVWGAD 54.01 1628.776962 2.468109566 H2AY_HUMAN[271-284] 
VSDKLRWRMKEEMDRAQAE KEEMDRAQAELNAL 46.38 1616.782761 1.845022146 TS101_HUMAN[243-256] 
VSGAQPILSKLEPQIASAS KLEPQIASASEYAHRGLD 100.15 1984.001358 4.775198344 M6PBP_HUMAN[84-101] 
VSGDEHGSAKNVSFNPAKI KQGFNNQPAVSGDEHGSA 36.84 1841.829254 0.129219361 MED12_HUMAN[44-61] 
VSGSKDICIKVWDLAQQVV KVWDLAQQVVLSSYRAHAAQVTCVAASPH 57.65 3191.629837 3.692784127 MEP50_HUMAN[150-178] 
VSPYQQVIEKTKSLSFRSQ KLGHVVMGNNAVSPYQQVIE 60.92 2182.120468 2.903597713 EIF3E_HUMAN[387-406] 
VSRKQGAQFKEYRPETGSW KEYRPETGSWVF 37.1 1497.72522 1.450199256 NUP98_HUMAN[864-875] 
VTEAEIQQLKRKLQSLEQE KHAVTEAEIQQL 40.71 1365.725204 -0.18305293 NEB2_HUMAN[675-686] 
VVAAVMCRRKSSGGKGGSY KSSGGKGGSYSQAACSDSAQGSDVSLTA 111.53 2662.177673 2.415315877 1B07_HUMAN[335-362] 
VVDSILAIKKQDEPIDLFM KVHAELADVLTEAVVDSILAIK 102.89 2333.320587 4.210737288 TCPZ_HUMAN[159-180] 
VVEERTVSFKLGDLEEAPE KLGDLEEAPERERLPSVDL 41.46 2165.132767 -0.676632871 S20A1_HUMAN[320-338] 
VVFYGTEKDKNSVNFKNIY KIISSDRDLLAVVFYGTEKD 46.78 2268.20015 5.33550798 KU70_HUMAN[74-93] 
VVGDVLVLTKPLGTQVAVN KPLGTQVAVNAHQWLDNPERWN 43.29 2572.293488 1.182990982 SPS2_HUMAN[252-273] 
WEQQEPGERKLSFLPRKFP KLALPGHAESYNPPPEYLLSEEERLAWEQQEPGER 46.76 4061.97583 2.690808724 BOP1_HUMAN[304-338] 
WKLSGFPKNRVIGSGCNLD RVIGSGCNLDSARF 37.65 1550.76236 1.537308398 LDH6A_HUMAN[157-170] 
WPSGTECIAKYNFHGTAEQ KYNFHGTAEQDLPFC 50.13 1825.809372 2.765896636 CSK_HUMAN[17-31] 
WQTLNEFARAHTSSTQLQE KSAWQTLNEFAR 57.52 1449.736435 2.689454377 S23IP_HUMAN[879-890] 
WTKSAEAFGKIVAERPGTN KIVAERPGTNSTGPAPMAPPRAPGPLS 78.41 2668.41188 -1.160990184 TIF1B_HUMAN[407-433] 
WVSLATGGEKLQDAYYIFQ KRMQDLDEDATLTQLATAWVSLATGGE 62.4 2919.428391 -5.257193513 COPE_HUMAN[170-196] 
YCERQGLSMRQIRFRFDGQ KAYCERQGLSM 37.5 1341.616913 -0.453929877 SUMO2_HUMAN[45-55] 
YCMMIRVASKQLEEEDGSR KQLEEEDGSRDSPLFDFIESCLRN 54.24 2883.334473 4.64358198 COPG_HUMAN[238-261] 
YDVLSDPRKREIFDRYGEE KEIAEAYDVLSDPRK 50.31 1732.899521 1.333603 DNJB1_HUMAN[46-60] 
YEERACEGGKFATVEVTDK KEEVAYEERACEGG 63.39 1625.699112 0.226979271 HEBP1_HUMAN[26-39] 
YGETDPLIRKCMLLPWAPT LRDLDTGEEVTRDFAYGETDPLIR 59 2780.361694 2.883797463 TTL12_HUMAN[229-252] 
YHEHQANLLRQDLMRRQEE KLESEMEDAYHEHQANLL 69.93 2155.984375 0.156309111 SFPQ_HUMAN[518-535] 
YKYIQELWRKKQSDVMRFL KYIQELWR 49.66 1134.618546 1.485961961 RL15_HUMAN[5-12] 
YMLVYIRESKLSEVLQAVT KLSEVLQAVTDHDIPQQLVERLQEE 72.8 2916.519241 4.457711033 UBP7_HUMAN[523-547] 
YNLVNSPHLKPAWVLDRAL KWIQEHPECAYNLVNSPHL 49.57 2334.121506 1.506348316 GDE_HUMAN[226-244] 
YPLADAHLTKKLLDLVQQS KKLLDLVQQSCNY 49.85 1607.834106 2.186792771 NH2L1_HUMAN[20-32] 
YQEAFDISKKEMQPTHPIR KQTIDNSQGAYQEAFDISK 104.85 2142.022903 2.572801622 1433T_HUMAN[139-157] 
YQEAFEISKKEMQPTHPIR KKGIVDQSQQAYQEAFEISK 109.91 2296.169891 1.224212551 1433Z_HUMAN[138-157] 
YSKNKKGQVKRSIFASPES KRSIFASPESVTG 31.33 1377.72522 -0.107423453 SPF30_HUMAN[195-207] 
YTFFTPNNIKQVSDLISVL KQVSDLISVLRE 71.19 1385.787811 1.06149007 DDX5_HUMAN[451-462] 
YTKLTDNIFLEILYSTDPK TAIDDMEAYTKLTDNIF 30.35 1959.913544 -5.454832451 SAMH1_HUMAN[411-427] 
YVASSHKSKKDQGELERQL KDQGELERQLLQANPILEAFGNA 72.36 2553.318665 3.401847219 MYH9_HUMAN[202-224] 
YVSFGPHAGKLVAIVDVID KLVAIVDVIDQNRALVDGPCTQVR 36.92 2678.453781 0.337134808 RL14_HUMAN[23-46] 
YWIAMNSSLKCKTLSDIFL KLNWSAPRDAYWIAMNSSL 53.28 2222.094208 5.98804495 CD123_HUMAN[104-122] 
YWLLEEMLTKELLELDSVE KELLELDSVETGGQDSVRQAR 94.1 2329.187347 1.831110754 BAG4_HUMAN[418-438] 
ADILLFASYKWNVSRPSLL KWNVSRPSLLADS 38.95 1471.778305 -0.26022941 PRP8_HUMAN[1636-1648] 
AEAVSRVLNKLGGVKYDID KLGGVKYDIDLPNK 74.88 1558.871872 -0.043621289 ATOX1_HUMAN[25-38] 
AEIAHNVSSKNRKAIVERA KSYCAEIAHNVSS 44.19 1464.666702 0.84797449 RL32_HUMAN[93-105] 
AFLESSAKSKINVNEIFYD KINVNEIFYDLVRQINR 45.97 2133.169434 4.157194388 RAP1A_HUMAN[151-167] 
AGASEDIREKLHLSSPDNF RLCAGASEDIRE 58.15 1375.651382 -0.930468298 MYO6_HUMAN[250-261] 
AGRVPEEDLKRTMMACGGS KLPIGDVATQYFADRDMFCAGRVPEEDL 56.34 3212.527069 6.133177893 TCPH_HUMAN[292-319] 
AHAAHVTGLKILSPSIMVS RVLEEYSVPCAHAAHVTGL 43.59 2108.047302 1.541236763 WDR6_HUMAN[1033-1051] 
ALDAVTRGLKTALVERDDF KTALVERDDFSSGTSSRST 59.58 2042.986877 -0.409204782 GPDM_HUMAN[94-112] 
ALLAGSEYLKLGYVSRYHV KLARWTCCALLAGSEYL 33.47 2011.001907 1.161112773 EIF3D_HUMAN[431-447] 
ALLGFVTDLKQDYQAVRNE KQDYQAVRNEVPEE 44.87 1703.811447 1.100473884 AT2B4_HUMAN[547-560] 
ALVRSGCAFMVHVCQDEHQ TVAELTSQNNRDHCALVRSGCAF 56.89 2605.212555 2.99284601 COG3_HUMAN[350-372] 
ASLIVGSYSAGFLNSLIHT VCASLIVGSYS 36.31 1154.564163 8.261992106 O5AU1_HUMAN[140-150] 
AVGVNLSGGKTRDGGSVVG KTRDGGSVVGASVFY 45.19 1541.783829 0.924254084 JIP4_HUMAN[699-713] 
AVTLKTIHLKRGPECVQYL KRGPECVQYLQQEYLP 33.2 2006.988373 3.771322297 XPOT_HUMAN[910-925] 
CCGWLTKTVKETTRTEPIN KETTRTEPINTTYSYTDFQ 45.04 2294.070267 1.706573707 CD030_HUMAN[187-205] 
CDAIDHLCRIIEKKHVSLN KSLGTIQQCCDAIDHLCR 86.13 2174.003082 0.649493099 PRKDC_HUMAN[1119-1136] 
CRAEQEIMKKVREAYENDV KGAIENCCRAEQEIMK 61.39 1935.896439 1.712384988 IF2B1_HUMAN[330-345] 
CRVDHSQNQKRLYIMTLGC KLAYFNDIAVGAVCCRVDHSQNQ 76.17 2664.253693 1.257387766 NAT13_HUMAN[47-69] 
DAVASWINPKDDLRDMFCK KDDLRDMFC 42.94 1198.511078 1.632024965 TNPO1_HUMAN[846-854] 
DELIRNVKFKILDAVVAQE KILDAVVAQEPLHRGGGQIIPTA 65.14 2382.338318 5.908480711 U5S1_HUMAN[790-812] 
DESISDGPSKVTLEARNSS KVTLEARNSSE 43.4 1232.636047 0.427539014 P80C_HUMAN[263-273] 
DILIPAASEKQLTKSNAPR KAKPYEGSILEADCDILIPAASE 59.49 2489.235901 1.583216761 DHE3_HUMAN[363-385] 
DKSDEDDWSKPLPPSERLE KPLPPSERLEQELFSGGNTGINFE 30.13 2658.328918 4.233862832 DDX3X_HUMAN[138-161] 
DLLWSDPQPQNGRSISKRG QNGRSISKRGV 30.46 1200.668701 -1.864794175 PPP5_HUMAN[392-402] 
DPAGYYCGFKATAAGVKQT KATAAGVKQTESTSFLE 49.61 1766.905029 0.561999646 PSA6_HUMAN[164-180] 
EEIAIIPSKKLRNKIAGYV KRVCEEIAIIPSK 42.01 1541.859909 -1.087647451 RS17_HUMAN[32-44] 
EELIPEYLNFIRGVVDSED VRRVFIMDNCEELIPEYLN 40.56 2409.182053 5.035318931 HS90A_HUMAN[365-383] 
EEMEGYGPLKAHPFFESVT KRLGCEEMEGYGPL 38.99 1637.754135 -0.079987586 PDPK1_HUMAN[323-336] 
EENMRGVRFDVHDVTLHAD KEGALCEENMRGVRF 41.23 1794.850494 0.812323926 EF2_HUMAN[688-702] 
EFAVGYQRLKGKCCLFPFG KCEFAVGYQRL 59.94 1369.681244 0.803106566 SYLC_HUMAN[69-79] 
EGLIVRSATKVTADVINAA KEELIAELQDCEGLIVRSAT 43.73 2273.157272 -0.708265996 SERA_HUMAN[38-57] 
EHSKINFRDKRSALQSINE KRSALQSINEWAAQTTDG 73.46 1974.975891 1.995467397 SERPH_HUMAN[166-183] 
EPVVTQPKPKIESPKLERT KIKELNNTCEPVVTQPKP 78.93 2094.114304 0.023876443 HS105_HUMAN[788-805] 
ERTFIAIKPDGVQRGLVGE DGVQRGLVGEIIKR 48.02 1538.889267 1.725270334 NDKA_HUMAN[14-27] 
EVDEDYIQDKFNLTGLNEQ KFNLTGLNEQVPHY 45.07 1658.841644 3.04971847 CSK2B_HUMAN[33-46] 
EVRAAGQSPRRGTVMYVGL KAQASSIPVGSRCEVRAAGQSP 38.92 2255.144043 -0.611934304 TBCB_HUMAN[153-174] 
FAVRGQAGGKLHIIEVGTP KLHIIEVGTPPTGNQPFP 56.84 1944.046906 2.354881452 CLH1_HUMAN[227-244] 
FEEHIRALEKEEEEEKQKS KEDALICFEEHIRALE 66.75 1971.972366 4.775928995 PR40A_HUMAN[574-589] 
FEKNEAIQAAHDAVAQEGQ AHDAVAQEGQCRVDD 64.78 1669.711456 0.321013549 UCHL1_HUMAN[142-156] 
FERTVEALYKFVVPKPRSE KFACFERTVEALY 39.82 1632.796997 2.974650253 MPCP_HUMAN[234-246] 
FLLLICSLCKHLKKMQLHG KHLKKMQLHGKGSQDP 31.26 1830.988647 8.84440219 T2R44_HUMAN[204-219] 
FMNDKDVSGKMNRSQFEEL KMNRSQFEELCAELLQ 54.71 1994.955338 2.814098087 HS105_HUMAN[300-315] 
FMNDLDVSSKMNRAQFEQL KMNRAQFEQLCA 45.2 1494.707123 6.69E-04 HS74L_HUMAN[300-311] 
FNLTVKGHAKCVEVVKTFN KVMEMYQPSAVVLQCGADSLSGDRLGCFNLTVKGHA 47.26 3937.89473 4.273857265 HDAC2_HUMAN[248-283] 
GACITGRIMRPDDANVAGN RPDDANVAGNVHGGTIL 62.45 1704.854355 2.068798422 BACH_HUMAN[61-77] 

GETELREYFKKFGVVTEVV KIFVGGIPHNCGETELREYF 81.42 2365.152496 1.216834857 DAZP1_HUMAN[114-133] 
GGSQAAIERMIHFGRELQA RQLCGGSQAAIER 30.28 1444.720474 -0.166814276 RANB9_HUMAN[607-619] 
GLKVEVDMEKIAAEIAQAE KIAAEIAQAEEQAR 117.87 1526.805206 4.039808075 SMCE1_HUMAN[284-297] 
GNFGELRLGKNLYTNEYVA KIGCGNFGELRLG 68.46 1419.729263 1.344622563 KC1G1_HUMAN[49-61] 
GNQIGFEFWKQLCAEHGIS KQLCAEHGISPEGIVEEFATEGTDR 81.92 2772.30246 3.034300954 TBG1_HUMAN[23-47] 
GQYLDDPDLKYGQHPPDAV KYGQHPPDAVDEPQMLTNE 33.75 2167.984421 4.188683236 DNMT1_HUMAN[366-384] 
GRPQATAVYKVSEYARRFG KNLIDAGVDALRVGMGSGSICITQEVLACGRPQATAVY 85.06 3990.012527 4.239335061 IMDH2_HUMAN[311-348] 
GRQIEIQFAQGDRKTPNQM KWICGRQIEIQFA 44.8 1647.855515 2.698658929 FUSIP_HUMAN[74-86] 
GSLIGKGGCKIKEIRESTG RLVVPASQCGSLIGKGGC 84.44 1857.955338 2.472610566 PCBP2_HUMAN[101-118] 
GTTIGPILASRLGLRVLDL KVKVPLQDLMVRNDTPCGTTIGPILA 30.69 2835.535065 0.361836471 DNPEP_HUMAN[397-422] 
GTVLLSGPRKGREVYRHFG KILTFDQLALDSPKGCGTVLLSGPR 88.01 2685.452377 0.694482619 RL18_HUMAN[119-143] 
GVGAVLVVSKEQTEQILRD KEQTEQILRDIQQH 49.87 1764.911835 -0.551302326 PUR2_HUMAN[743-756] 
GVIVELIKSKKMAGRAVLL KQAASGLVGQENAREACGVIVELIKS 59.9 2726.438477 1.289961255 RUVB1_HUMAN[33-58] 
GVSRPVIACSVTIKEGSQL KQALGRACGVSRPVIAC 41.44 1841.971634 1.557570131 NH2L1_HUMAN[86-102] 
HDMAALNILKLLSELDQQS KLLSELDQQSTEMPRTGNGPMSVCGRC 94.75 3050.40419 3.702132339 STAU1_HUMAN[551-577] 
HFCIDMLNAKLAVQKYEEL KAALCHFCIDMLNA 45.31 1662.768021 3.091832375 SNAA_HUMAN[208-221] 
HKPCPPGERKARDCTVNGD KARDCTVNGDEPDCVPCQEG 56.1 2305.936203 -0.672611843 TNR6_HUMAN[69-88] 
HLATGDMLRAMVASGSELG RLAENFCVCHLATGDMLR 87.83 2162.018326 0.827005016 KAD2_HUMAN[34-51] 
HLAWVNTPKKQGGLGPMNI SVDSHFCHLAWVNTPK 78.59 1896.894119 2.907384205 PRDX1_HUMAN[77-92] 
HLLFANQTEKDILLRPELE KDILLRPELEELRN 34.16 1736.978424 0.178470841 NB5R3_HUMAN[214-227] 
HTDDLTRASKLFRGPLVIN KIQIGCHTDDLTRAS 52.84 1713.846817 -1.175134195 F115A_HUMAN[571-585] 
ICHICLVEHKTCSPASLSQ KTCSPASLSQASADLEATLRH 60.48 2242.101166 2.771953422 TRI25_HUMAN[184-204] 
IGGTVLNISKSGSCSAIRI KNLSREINDCIGGTVLNIS 38.28 2102.078979 3.122147201 RL1D1_HUMAN[188-206] 
IGGVILFHETLYQKADDGR RQLLLTADDRVNPCIGGVILFHE 37.25 2635.390442 2.368150047 ALDOA_HUMAN[60-82] 
IISMVVGQLKADEDPIMGF KIQHSITAQDHQPTPDSCIISMVVGQL 47.58 3002.495392 6.378361163 NTF2_HUMAN[63-89] 
ILPPTRPTDKPLRLPLQDV KPLRLPLQDVY 61.27 1340.781601 3.813447318 EF1A1_HUMAN[244-254] 
ILRFPEILQKILDDLFLHT KILDDLFLH 49.77 1112.622986 2.225371964 SYRC_HUMAN[587-595] 
IPMKRRRRAKLCSSAETLE KLCSSAETLESHPDIGKSTPQ 58.36 2284.10051 1.563416314 NSD2_HUMAN[404-424] 
IQALPEFDGKRFQNVAKEG KKGYEVIYLTEPVDEYCIQALPEFDG 46.21 3075.478683 6.343402771 ENPL_HUMAN[560-585] 
IQLLDSSNWKERLACMEEF KERLACMEEFQ 31.7 1439.653687 -0.439689076 CKAP5_HUMAN[614-624] 
IRAFREEAIKFSEEQRFNN KFSEEQRFNNFL 54.89 1557.757568 1.473913558 KU86_HUMAN[648-659] 
IRIPGGGITKTLYDESCSK KSRCIPEIDDSEFCIRIPGGGIT 53.59 2619.278503 0.614673086 PSMG2_HUMAN[165-187] 
ISCNSNIQIKLVGDFTHDQ KLVGDFTHDQSISQ 49.87 1573.773651 0.547092652 NU205_HUMAN[932-945] 
ISLIGLAVGKEKFMQDASD KEKFMQDASDVMQLLL 35.84 1894.953232 4.438104254 IPO5_HUMAN[570-585] 
ITNGSGANRKPSHTSAVSI KGQPSPRAVIPMSCITNGSGANR 68.95 2397.200516 -1.094610143 EMAL4_HUMAN[69-91] 
KFEEAQSILKAPGTNVAMA KAPGTNVAMASNQAVR 77.4 1613.83075 0.014251804 RBP2_HUMAN[1306-1321] 
KKWALHILARLFERYGSPG RLFERYGSPGNVS 33.55 1480.742264 -0.891444806 IPO7_HUMAN[270-282] 
KREGGDPEEKGVDRLLGLG KGVDRLLGLGSASGSVGRVAM 59.71 2029.110245 1.382872127 MMTA2_HUMAN[113-133] 
KRLEKITEMITVVQTYSTL KRLEKITEM 30.43 1162.637955 -2.453902341 DYH8_HUMAN[367-375] 
KTVGATALPRLTPPVLEEM RLTPPVLEEMGHCD 61.6 1652.76506 1.138697838 TCPQ_HUMAN[335-348] 
KVVCDENGSKGYGFVHFET KGYGFVHFETQEAAERAIE 75.32 2181.049057 1.950896055 PABP1_HUMAN[138-156] 
KYLHPPPHLKTQLEINGRN KTQLEINGRNNLIQQ 30.05 1767.959106 1.50342844 MBNL1_HUMAN[76-90] 
LAESHQHLSKESMAGNKPA ALNTRFAEVECLAESHQHLS 44.55 2311.101501 1.433082882 CHD4_HUMAN[1817-1836] 
LEEKPGDRGKLARASGNYA KKAQLNIGNVLPVGTMPEGTIVCCLEEKPGDRG 102.15 3579.821136 3.697391433 RL8_HUMAN[92-124] 
LEGLVRGLQVFKERIKAPV RYDLLCLEGLVRGLQ 56.39 1803.966522 2.843733483 SYFB_HUMAN[71-85] 
LETAEEVKRKLQKDLEGLS KMEDSVGCLETAEEVKR 116.25 1979.929199 -0.629820501 MYH9_HUMAN[1372-1388] 
LIDDREMPVKVEAAIALQV RCLIDDREMPV 55.95 1402.669693 1.710309998 IPO7_HUMAN[503-513] 
LLDRVPEEEKDTNVQVLMV KCLLDRVPEEE 40.3 1386.68129 -0.99950869 ANM5_HUMAN[343-353] 
LLLGERVALNTLARCSGIA NTLARCSGIASAAAAAVEAARGAGWTGHVAGTR 79.12 3180.595886 0.847011094 NADC_HUMAN[106-138] 
LLYGPPGTGKTLLARAVAS KTLLARAVASQLDCNFL 58.08 1919.029846 3.578891706 PRS10_HUMAN[180-196] 
LLYRGDVVPKDVNAAIATI KDVNAAIATIKT 75.84 1243.713577 1.97553524 TBA1A_HUMAN[326-337] 
LPIAAIVDEKIFCCHGGLS KIFCCHGGLSPDLQS 39.3 1717.791626 2.471778262 PP1A_HUMAN[168-182] 
LPSEIEVKYKMAECYTMLK KVRPSTGNSASTPQSQCLPSEIEVKY 70.89 2862.418152 -0.569099242 APC7_HUMAN[81-106] 
LSPATSRTFRIEEIPLDQV KIIGVHQEDELLECLSPATSRTF 98.5 2642.337387 1.890371769 UBP7_HUMAN[948-970] 
LYHGEGAQQRMAQEVLTHL RMAQEVLTHL 37.75 1196.63356 3.327668664 XPO1_HUMAN[44-53] 
MDSEGKAYSLGRAEYGRLG LGRAEYGRLGLGEGAEE 36.57 1775.880188 0.498907531 RCC1_HUMAN[318-334] 
MQRFIKIDGKVRTDITYPA KVRTDITYPAGFMDVISID 48.59 2140.087448 5.268943571 RS4X_HUMAN[75-93] 
MRCGDLLAASQVVNRAQHQ SQVVNRAQHQLGEF 36.35 1611.811752 1.732212212 NUP93_HUMAN[335-348] 
MRDPTLYRCKIQPHPRTGN KIDMSSNNGCMRDPTLYRC 38.32 2317.007156 0.890804327 SYEP_HUMAN[341-359] 
NAGTFSQPEKVYTLSVSGD KLWDPRTPCNAGTFSQPE 32.14 2102.984375 3.060888172 BUB3_HUMAN[121-138] 
NCETEDYGEKFDENDVITC KGIKTCNCETEDYGE 66.94 1802.745102 -0.548053077 HNRPU_HUMAN[383-397] 
NEEQELLRFLFENKLKKYN KLCNEEQELLRF 51.66 1577.78714 2.206888313 CDC16_HUMAN[192-203] 
NEIINWLDKNQTAEKEEFE KCNEIINWLDK 50.12 1431.718002 0.762720032 HSP7C_HUMAN[573-583] 
NETKSWIREKTKVIESTQD KTKVIESTQDLGNDLAGVMALQR 44.3 2486.316254 0.952413031 SPTB2_HUMAN[974-996] 
NKREIEGRAIRLELQGPRG IRLELQGPRGSPNARSQPS 40.36 2062.103149 -0.96794382 NUCL_HUMAN[553-571] 
NLDSARFRYLMGERLGVHP LMGERLGVHPLSCHGWVLGEHGDSSVPVWSGMNVAGVSL 37.57 4125.997589 3.66553777 LDHA_HUMAN[173-211] 
NRYASACQMKYEKDQGSFT KYYINVCRPLNPVPGCNRYASACQM 43.89 3030.408463 2.115226405 MPRI_HUMAN[808-832] 
NVWRVCEGPKAVAAPRPDR KCSACNVWRVCEGP 41.16 1721.743622 1.208077657 CSDE1_HUMAN[729-742] 
PADEPLAIMKPEIVFFGEN KPEIVFFGENLPEQFHRAM 61.37 2288.14119 1.923395295 SIRT1_HUMAN[408-426] 
PDASLEDAKKEGPYDVVVL RDVVICPDASLEDAK 92.58 1686.824677 2.824834178 PARK7_HUMAN[48-62] 
PFKLVSQKPKLGGSPTSLG KLGGSPTSLGTWGSWIGPDHDKFSAM 70.05 2731.306458 2.692484389 GLU2B_HUMAN[438-463] 
PGLEQYAIKKFAEAFEAIP KFAEAFEAIPRALAENSGVKA 80.25 2218.174561 5.87555201 TCPQ_HUMAN[440-460] 
PGVINPGECKIGIMPGHIH KTRLIGPNCPGVINPGEC 77.3 1980.98735 1.011616758 SUCA_HUMAN[151-168] 
PHRSGPHSAKGSLEKGSPE PSETPQAEVGPTGCPHRSGPHSA 86.29 2355.066223 -0.302326955 CBS_HUMAN[2-24] 
PLDCKVYVGNLGNNGNKTE NLGNNGNKTELERAFGYYGPLR 49.4 2482.235275 2.399853092 SFRS3_HUMAN[16-37] 
PLYITKVMSKSSAEVIAQA KSSAEVIAQAR 69.39 1158.635651 -0.368536908 DPYL2_HUMAN[258-268] 
PPKYLKLSPKHPESNTAGM KHPESNTAGMDIFA 30.82 1516.698013 1.100416817 CLIC4_HUMAN[110-123] 
PQIVIAFYEERLTWHSCPE ERLTWHSCPEDEAQ 52.39 1756.747482 0.93354339 CBX3_HUMAN[170-183] 
PVCKQQCFSKDIVENYFMR KDIVENYFMRDSGS 48.62 1659.756256 3.053460399 TIF1B_HUMAN[127-140] 
QELSLWINEKMLTAQDMSY KMLTAQDMSYDEARNLHS 102.63 2108.961884 1.678550962 SPTB2_HUMAN[1294-1311] 
QGGDFTRHNGTGDKSIYGE RIIPGFMCQGGDFTRHN 61.21 2004.941086 2.755691945 PAL4B_HUMAN[55-71] 
QGRKGGELASAVHAYTKTG SAVHAYTKTGDPYMRSLVQHILSLVSHPVL 32.23 3334.749619 -0.341554878 GCP3_HUMAN[398-427] 
QKMILELFSKVPSLVGSFI KVPSLVGSFIRSQN 62.72 1530.851822 1.567754609 GSTO1_HUMAN[122-135] 
QLADVNNIGKYRSAGACTA KYRSAGACTAAAFL 41.17 1485.739807 2.07640664 AMPL_HUMAN[455-468] 
QLRISQHEAKIKSLTEYLQ KIKSLTEYLQ 59.8 1221.696854 -1.98248853 KINH_HUMAN[642-651] 
QRCGQPLALVVQVYCPLEG KLGGIPDALPTVAAPRPVCQRCGQPLAL 39.72 2954.594635 2.703585766 PDD2L_HUMAN[31-58] 
QVMFRNYQRKNDMDEPPSG KNDMDEPPSGDFGGDEEKSR 120.26 2208.922943 -0.059304921 CHD4_HUMAN[577-596] 
RASGRGLQPKGVRIRETTD KSPFVVQVGEACNPNACRASGRGLQP 74.02 2798.370453 2.222364803 FLNB_HUMAN[439-464] 
RDLLGENFQKVFNELLVLL KSCRDLLGENFQ 48.31 1465.698349 2.321760137 ZN598_HUMAN[797-808] 
REASFDGISKFEVNNTILH KFEVNNTILHPEIVECRVF 84.24 2343.204529 5.379385301 PEPD_HUMAN[168-186] 
RELVFRNLSKILPALCHDI KILPALCHDITDWVVGTRV 41.26 2192.177612 3.599617092 HEAT2_HUMAN[359-377] 
RGAGQAKQKKRVMIPVPAG KRVMIPVPAGVEDGQTVRMPVG 33.09 2335.250458 -0.735253041 DNJA3_HUMAN[302-323] 
SEAALQAIRKKMDLIDLED KLADDVDLEQVANETHGHVGADLAALCSEAALQAIR 80.2 3799.879883 4.341716188 TERA_HUMAN[389-424] 
SFDLLIYTDKDLVVPEKWE KDLVVPEKWEESGPQFITNSEEVRL 76.8 2928.486877 4.174169294 MD2L1_HUMAN[159-183] 
SFWERLLARQCRIYELRNK KVIEINPYLLGTMAGGAADCSFWERLLAR 125.81 3250.663071 6.771233905 PSB5_HUMAN[92-120] 
SNCTDYQARRLRIRYGQTK RELVSCSNCTDYQAR 77.83 1857.809769 -1.435561404 SYSC_HUMAN[390-404] 
SPIGVYTSGKGSSAAGLTA KGSSAAGLTASVMRDPSSRNF 36.18 2138.053833 1.720256031 MCM5_HUMAN[407-427] 
SPIISKPKPKVEPPKEEQK KELTSTCSPIISKPKP 52.13 1784.970596 0.867241177 HSP74_HUMAN[773-788] 
STSESLSPVKQAPRKSPSD KRDYTGCSTSESLSPV 68.09 1785.820328 1.00010061 MPZL1_HUMAN[197-212] 
SVALAKPFDKFQFERLGYF KFQFERLGYFSVDPDSHQG 39.04 2256.059998 2.768100142 SYQ_HUMAN[740-758] 
SWPLTESERKVLQATAHAQ KVLQATAHAQA 30.5 1136.630188 0.637850382 PTER_HUMAN[182-192] 
SYLPPVGNAKRGKVFIVGG RVGHSCSYLPPVGNA 42.26 1612.778015 1.839682816 RABEK_HUMAN[31-45] 
TADLNRGFFKVLGQLTETG KEVDWSQNTATFSPAISPTHPGEGLVLRPLCTADLNRGFF 58.85 4428.196121 7.357171884 GNA1_HUMAN[15-54] 
TFHQCVRLSKFDSERSISF KQSIAIDDCTFHQCVRLS 100.7 2177.035767 3.801039985 AP2M1_HUMAN[238-255] 
TRCLAEITFKTDPENTDYT KTDPENTDYTMEHGATRNFQAE 54.64 2554.103027 0.487842498 CCD94_HUMAN[90-111] 
TTNCLAPLAKVIHDNFGIV KVIHDNFGIVEGLMTTVHAITATQ 107.3 2594.352676 3.953201928 G3P_HUMAN[162-185] 
TTSAIQNRFKYARVTPDTD KFICTTSAIQNRF 77.05 1584.808243 1.824195459 ACLY_HUMAN[17-29] 
VAALTRACPKEGPAVVGQF KEGPAVVGQFIQDVKNSRSTDSIRLL 35.84 2856.545746 2.51142486 CAND1_HUMAN[812-837] 
VAVMEGKQAKVLENAEGAR KVLENAEGARTTPSVVAFTADGERLVGMPA 71.34 3085.586624 4.254944553 GRP75_HUMAN[76-105] 
VGQYLEPDQEGVTIPDLGS EGVTIPDLGSLSSPLID 34.31 1711.888 9.844101951 HRC23_HUMAN[15-31] 
VNTTLQIKGKINSITVDNC KCVNTTLQIKG 86.12 1260.686005 -0.191165761 CAP1_HUMAN[355-365] 
VPCGLRLAEKTQVAIVRHF KCPICVPCGLRLAE 53.71 1671.825882 1.400863586 XPO5_HUMAN[43-56] 
VRDLLEECKKAVELGEKAS KAVELGEKASG 77.95 1087.587311 -0.007355731 UBP7_HUMAN[927-937] 
VRESENSAQKLMHLVVESF KFGGSFLNCVRESENSAQ 32.69 2028.932327 3.319479862 CI064_HUMAN[162-179] 
VRVQLIKNGKKITAFVPND KKITAFVPNDGCLNFIEENDEVLVAGFGR 69.9 3251.628494 -0.806057643 RS23_HUMAN[79-107] 
VTDISHLVRKKRKPEEESP KPTDGASSSNCVTDISHLVR 131.07 2143.032791 0.691076686 NASP_HUMAN[698-717] 
YACNKSITAKEALICPTCN KEALICPTCNVTIHNRC 45.96 2084.991776 -1.081539038 ARHG2_HUMAN[63-79] 
YARVLDYRRKFIEAAQRYN KFIEAAQRYNELSY 56.24 1730.862732 2.133040322 CSN4_HUMAN[200-213] 
YLHGKGVIHKDLKPENILV KDLKPENILVDNDFHI 31.87 1908.994507 1.574127107 RIPK1_HUMAN[137-152] 
YLSALDRCYSVYCKKIHAQ KLSIQCYLSALDRCY 80.64 1888.917511 3.780472127 HMCS1_HUMAN[219-233] 
YPDRVDYVDKVLETTVEIF KCYPDRVDYVD 32.35 1428.634369 1.543431999 VPS35_HUMAN[360-370] 
YRENTHQTLKCSALATQYM KCSALATQYMHCVNHA 51.59 1889.833481 0.984742846 CHCH3_HUMAN[203-218] 
YWVPELVREKRFGNWLKDA RNNDLCYWVPELVRE 42.04 1961.941757 5.844719885 SYIC_HUMAN[432-446] 
AAALIIHHVKRQTGIQKED KQILEDAAALIIHHV 70.18 1669.951508 2.051556577 SIN3A_HUMAN[784-798] 
AAGVASLLTTAEVVVTEIP KGIIDPTKVVRTALLDAAGVASLLT 48.63 2521.484314 2.644474115 CH60_HUMAN[516-540] 
AAVETAEEAKEPAEADITE TRSDEPARDDAAVETAEEA 33.8 2031.898087 1.892319317 BL1S2_HUMAN[11-29] 
ACELIERYLNRFSSELEQI KDACELIERYL 51.56 1408.702011 2.506562759 CD043_HUMAN[72-82] 
ACLGVKQMYKNLDLLSQLN KNLDLLSQLNERQE 68.98 1698.890015 -0.301961867 RABX5_HUMAN[629-642] 
ADKETEIVKKLETEETVPE KFTDADKETEIVK 52.61 1522.787872 -1.188609414 CEBPZ_HUMAN[646-658] 
ADKSIIRTLKEQGRLLVAT KDSLPVCPVDASGCFTTEVTDFAGQYVKDADKSIIRTL 43.26 4203.050446 5.118663284 SYIC_HUMAN[348-385] 
ADPAEEYARLCQEILGVPA KVDQALHTQTDADPAEEYAR 66.08 2257.061081 -0.012848567 THOP1_HUMAN[559-578] 
ADPEVSYNSIFAMGMVGSG KFSHDADPEVSYNS 40.96 1594.689957 -1.251026879 PSMD2_HUMAN[712-725] 
ADYPLRVLYCGVCSLPTEY KLDADYPLRVLY 40.13 1464.797638 1.96341114 DENR_HUMAN[22-33] 
AEERAERLQFEEELDHAQE KIQVLQQQADDAEERAERLQ 32.47 2367.214203 1.157056255 TPM3L_HUMAN[13-32] 
AFGTAHRAHSSMVGVNLPQ LGDVYVNDAFGTAHRAH 78.39 1841.880905 0.953916182 PGK1_HUMAN[157-173] 
AFLASESLIKQIPRILGPG KKYDAFLASESLI 42.51 1483.792206 2.221335297 RL10A_HUMAN[105-117] 
AGHFDAENIKKKQEALVAR RQFQDAGHFDAENI 43.75 1646.743729 1.787163326 SPTA2_HUMAN[742-755] 
AHRCIVRALKDPNAFLFDH KDPNAFLFDHLLTL 51.58 1642.871887 3.808574515 EIF3M_HUMAN[213-226] 
AISGIGTDEKCLIEILASR KEIKDAISGIGTDE 42.23 1474.75148 1.541954716 ANXA6_HUMAN[99-112] 
AKLGGVIKEKLNLSCIHSP KLNLSCIHSPVVNELMRG 67.61 2066.076477 1.315052966 NOL5_HUMAN[101-118] 
AKLTTEEVIKELAQIAGRP KELAQIAGRPTEDEDEKE 69.79 2056.991241 0.029654963 PPM1G_HUMAN[112-129] 
AKQLIRLLLKTDPTERLTI KTDPTERLTITQFMNHPWINQ 42.64 2569.274734 2.498370421 MAPK3_HUMAN[286-306] 
ALCVLAQTVKDSRTVYGGG KDSRTVYGGGCSEMLM 36.22 1789.779724 1.793516798 TCPB_HUMAN[402-417] 
ALIDSMSLAKKDEKTDTLE KKYAPTEAQLNAVDALIDSMSLA 56.06 2448.256973 2.07535404 KU86_HUMAN[442-464] 
ALPGQKTEFKVDSDDQWGE KVDSDDQWGEYSCVFLPEPMGTANIQLHGPPRV 101.17 3741.755585 4.612006212 BASI_HUMAN[191-223] 
ALSCEYECRRRMLMKRLDV KMDLNSEQAEQLERINDALSCEYECR 68.84 3200.417191 2.728394293 FA98B_HUMAN[196-221] 
AMAMVDHCLKKALWFQGRC KSQAFIEMETREDAMAMVDHCL 77.99 2611.15387 3.022418591 MATR3_HUMAN[532-553] 
AMKPHEIQEKLGLTRIRDR KQDLPDAMKPHEIQE 68.19 1777.866852 -1.681790735 ARF6_HUMAN[123-137] 
AMVAKVNTSKGFLIDGYPR KGFLIDGYPREVQQGEEFER 37.47 2396.176056 2.034491576 KAD1_HUMAN[88-107] 
ANDELTPLGRILAKLPIEP KAIEPPPLDAVIEAEHTLRELDALDANDELTPLG 35.69 3664.88353 4.906295071 DHX9_HUMAN[819-852] 
APGHRDFIKNMITGTSQAD VTIIDAPGHRDFIK 62.72 1580.867477 1.73132792 EF1A1_HUMAN[87-100] 
APMFVMGVNHEKYDNSLKI KRVIISAPSADAPMFVMGVN 54.32 2102.101639 3.260070718 G3P_HUMAN[117-136] 
AQAIFERSQKIQEELRGKE KPVGPEDMGATAVYELDTEKERDAQAIFERSQ 87.47 3579.715103 0.731063765 R113A_HUMAN[107-138] 
AQFGGIDQRKIFTFAEKYL KVDAQFGGIDQR 50.45 1332.678619 2.140050841 SYYC_HUMAN[178-189] 
AQVDRSRLAAVVSACKQLH KITAQSIEELCAVNLYGPDAQVDRSRLA 115.89 3116.592407 3.807363444 PRKDC_HUMAN[1422-1449] 
ARGIWHNDNKTFLVWVNEE KTFLVWVNEEDHLR 76.1 1784.920959 2.304303717 KCRB_HUMAN[223-236] 
ASDVMQLLLKTQTDFNDME KEKFMQDASDVMQLLL 35.84 1894.953232 4.438104254 IPO5_HUMAN[570-585] 
ASEEEDSNKKKSNRRSRSK KYNLDASEEEDSNK 103.47 1640.716522 0.67165777 ZRAB2_HUMAN[182-195] 
ASLVVERIFKSGNREITAI KSGNREITAIESSVPCQLLESVLQEL 71.83 2899.496048 5.391971481 NU155_HUMAN[689-714] 
ASTNGLINFIKQQREARVQ KKIEPELDGSAQVTSHDASTNGLINF 39.01 2770.377335 3.681087003 G6PI_HUMAN[523-548] 
ASVNFSEFSKKCSERWKTM KHPDASVNFSEFS 39.27 1463.668106 2.736959276 HMGB1_HUMAN[30-42] 
ATETADAMNREVSSLKNKL KLQRELEDATETADAMN 74.6 1933.905075 4.632595527 MYH9_HUMAN[1895-1911] 
ATNPLNLCVKIVQGIRAME KRTFDATNPLNLCV 34.83 1647.840271 2.391615298 NEK9_HUMAN[248-261] 
AVGELEQQLKRALEELQEA KRALEELQEALAE 36.46 1498.799057 4.226717364 HOOK1_HUMAN[181-193] 
CELRLLIHQSLAGGIIGVK KGSDFDCELRLLIHQ 52.68 1829.909409 8.46653934 HNRPK_HUMAN[139-153] 
CGAFVLQYCKHLALSQPFS KHLALSQPFSFTQQDMP 33.64 1973.966934 2.948377655 SENP3_HUMAN[541-557] 
CHPWVLPVVKKVEQKIAND KVNLGVGAYRTDDCHPWVLPVV 36.67 2494.279129 2.551037663 AATC_HUMAN[33-54] 
CIASGHMDGKIRLWRNFYD KNNFTCVACHPTEDCIASGHMDG 47.92 2620.056335 0.125188148 WDR75_HUMAN[203-225] 
CIMLSGETAKGDYPLEAVR KGDYPLEAVRMQH 57.27 1542.761276 -1.63667577 KPYM_HUMAN[367-379] 
CISEFLKEEKLEGDNRYFC KLEGDNRYFCENCQS 43.54 1918.793777 3.255691192 UBP48_HUMAN[261-275] 
CKGDPRNSAKLDADYPLRV KLDADYPLRVLY 40.13 1464.797638 1.96341114 DENR_HUMAN[22-33] 
CLVQRVTQHKCYIVATVDR KGTYADDCLVQRVTQH 61.77 1889.905411 0.878879964 FCF1_HUMAN[137-152] 
CSEDVIKNLILVVRGQFST KVNPSRLPVVIGGLLDVDCSEDVIKNL 107.92 2948.600494 5.066471375 CLH1_HUMAN[806-832] 
CTAERNICSKYSVRGYPTL KIAEVDCTAERNICS 47.44 1764.813446 0.76382011 TXND5_HUMAN[375-389] 
CVEADDVEGKIRQIIPPGF KIRQIIPPGFCTNTNDFLSLLE 37.84 2575.346832 3.960631583 HAT1_HUMAN[110-131] 
CVQARAALDKATVLLSMSK KGTVDCVQARAALD 36.59 1502.751129 -0.311428813 PDCD4_HUMAN[283-296] 
CVVMRDPASKRSRGFGFVT KLTDCVVMRDPAS 59.81 1490.722137 1.802482121 ROA2_HUMAN[46-58] 
CVVMRDPNTKRSRGFGFVT KLFIGGLSFETTDESLRSHFEQWGTLTDCVVMRDPNT 95.94 4286.041275 4.471958801 RA1L3_HUMAN[15-51] 
CVVMRDPQTKRSRGFGFVT KWGTLTDCVVMRDPQT 70.86 1905.90773 0.746101177 ROA3_HUMAN[57-72] 
DAAIVIKNTKEPPLSLTIH KEPPLSLTIHLTSPVVREEME 71.6 2404.267166 3.76330889 ILF3_HUMAN[161-181] 
DALELQSHAKSPPSPVERE KSPPSPVEREMVVQVERE 32.32 2095.073166 -0.713101587 AKA12_HUMAN[1327-1344] 
DAVVQSDMKHWPFMVVNDA HWPFMVVNDAGRP 31.03 1524.729614 2.622104249 HSP7C_HUMAN[89-101] 
DDAEAILAADFEIGHFLRE DFEIGHFLRE 30.06 1261.609131 2.878070482 NP1L1_HUMAN[323-332] 
DDDMDLQPNKQKDQHAGAR KRSYEDDDDMDLQPN 60.7 1839.758102 -0.107622844 CJ119_HUMAN[165-179] 
DDERPHNPHKIKSCEVLFN SEVDIDDDERPHNPH 58.23 1773.755417 -1.841291065 SDC10_HUMAN[145-159] 
DDEVFEKKQKEMDEAATAE KEMDEAATAEERGRL 47.43 1704.810043 -0.980754429 IF4G1_HUMAN[867-881] 
DDFPESTGVKRIVQALNAN KHGFELVELSPEELPEEDDDFPESTGV 72.69 3043.382217 -6.498033632 P34_HUMAN[133-159] 
DDNQGSKSPKILTDEMLLQ KILTDEMLLQACEGRTAH 44.37 2085.034668 4.610954507 GPTC4_HUMAN[141-158] 
DDSNFHMDFIVAASNLRAE IVAASNLRAENYDIPSADRH 58.21 2211.103195 0.428292991 UBA1_HUMAN[862-881] 
DDTGGINLHKAKERLQEED KSAIKDAEEDDDTGGINLH 117.98 2026.944321 2.462327134 DDX10_HUMAN[705-723] 
DDVPLMWRMKQHAAVLEEG KDDDVPLMWRM 33.3 1404.652985 3.003588819 PAPS1_HUMAN[459-469] 
DEDYEEDTPKRRGKGKSKG KRILEPDDFLDDLDDEDYEEDTP 115.12 2796.213745 -0.036835525 REQU_HUMAN[155-177] 
DEEALDEETKRRDQMIKGA KASNGNARPETVTNDDEEALDEET 76.19 2604.142288 0.681606381 RBM25_HUMAN[118-141] 
DEENYSAASKAVRQVLHQL RLSSARNFSNMDDEENYSAAS 58.3 2363.008362 1.430803231 ZW10_HUMAN[603-623] 
DEESWIKEKKLLVGSEDYG KLLVGSEDYGRDLTGVQNLR 72.13 2232.186234 1.369509387 SPTA2_HUMAN[1784-1803] 
DEGRCVIMCQGSKKDFFKK MVGHANRPLQDDEGRCVIMC 45.09 2357.049713 -0.963068359 U520_HUMAN[1687-1706] 
DEPPPLPRLKRRDFTPAEL KIVRGDQPAASGDSDDDEPPPLPRL 79.03 2644.309265 2.524666872 PGRC1_HUMAN[44-68] 
DFDDEEAEEKAPVKKSIRD KVKLAADEDDDDDDEEDDDEDDDDDDFDDEEAEE 187.03 3949.358444 -0.192689524 NPM_HUMAN[155-188] 
DFQREMSFYRQAQAAVLAV RQAQAAVLAVLPRLHQL 65.02 1883.121704 1.985532848 EBP2_HUMAN[110-126] 
DGELLVQQTKNSDRTPLVS KNSDRTPLVSVLLEGPPHSG 61.35 2102.112015 1.459008834 NSF_HUMAN[529-548] 
DGIDDERLRKEFSPFGTIT KNLDDGIDDERLR 65.26 1557.774673 2.470190373 PABP1_HUMAN[299-311] 
DGLVNDITPKLIGDRPNTY KLIGDRPNTYIYT 32.88 1552.824921 0.162928864 FACR1_HUMAN[195-207] 
DGTSDRPYSHALVAGIDRY KAVIVKNIDDGTSDRPYS 69.01 1977.016708 -0.968631166 RL27_HUMAN[22-39] 
DIEDENEQLKQENKTLLKV KEEIDLLNRDLDDIEDENEQL 83.1 2557.203079 0.814952875 PAWR_HUMAN[304-324] 
DIEEFENIRKDLETRKKQK KLDDIEEFENIR 68.49 1519.751801 2.41026199 CDC26_HUMAN[12-23] 
DIIVNWVNRTLSEAGKSTS KANDDIIVNWVNR 109.2 1555.810669 2.728481096 PLST_HUMAN[515-527] 
DKKLQFSLKKLGVNNISGI KLGVNNISGIEEVNMFTNQGTVIHFNNPK 62.24 3213.624069 4.815124504 BTF3_HUMAN[94-122] 
DKRLQDIRVKGEEIYSMDE KGEEIYSMDEGIRTRS 34.47 1869.889038 0.141184848 IPO9_HUMAN[884-899] 
DLARRVAAGVAVVARGAQA SAGWRDDLARRVAAG 37.88 1599.822968 6.209437043 NMDE4_HUMAN[309-323] 
DLGPEVGDIKIIPLYSTLP KREVDDLGPEVGDI 60.51 1540.7733 2.292355404 DHX15_HUMAN[370-383] 
DLIKLHPESKDDKHGSYED KFATEAAITILRIDDLIKLHPES 42.75 2593.447891 3.597141871 TCPA_HUMAN[515-537] 
DLIKSGILPILVKCLERDD KLLSSDRNPPIDDLIKSGILP 64.04 2290.289612 7.794647413 IMA3_HUMAN[97-117] 
DLKVELSQLRVAKVTGGAA KQLDDLKVELSQL 74.85 1527.8508 3.438817455 RL35_HUMAN[19-31] 
DLRQLFGDRKLPLAGQVLL KLYIGNLSPAVTADDLRQLFGDR 31.9 2561.360168 3.511805998 IF2B2_HUMAN[4-26] 
DMGIQDQGLKKVIQKVEAF KRFPDGIPLLDPIDDMGIQDQGL 50.74 2552.294479 0.992832144 SK2L2_HUMAN[768-790] 
DNIPRRTTQRIVAPPGGRA RIVAPPGGRANITSLG 36.89 1577.900162 2.446289121 DPYL2_HUMAN[557-572] 
DPEMKVERYKRTFDQNEEL KRTFDQNEELGLNDM 64.65 1808.836288 -0.411314172 ZPR1_HUMAN[432-446] 
DPGLMLMGFKPLVLLKKHH KRFDDPGLMLMGF 48.36 1525.742142 3.055562189 KU70_HUMAN[338-350] 
DPIISTHLAKLYDNLLEQN KLYDNLLEQNLIRVIEPFSR 35.06 2459.353592 3.203687353 PSD11_HUMAN[325-344] 
DPYENYRRNKSYSFIARMK KGVGVALDDPYENYRRN 43.88 1964.970413 0.193896049 CHERP_HUMAN[884-900] 
DQELRNVIDKLAQFVARNG KLAQFVARNGPEFE 87.69 1604.83107 1.49797698 CHERP_HUMAN[18-31] 
DREDLVYQAKLAEQAERYD KLAEQAERYDEMVESM 79.93 1943.860428 3.150431951 1433E_HUMAN[12-27] 
DTIDDEKLRKEFSPFGSIT KNLDDTIDDEKLR 105.82 1573.794739 0.828570567 PABP4_HUMAN[299-311] 
DTISDWNLRKCSAAALDVL SRTVAQQHDEDGIEEEDDDDDEIDDDDTISDWNLR 60.76 4104.670044 1.918790041 TNPO1_HUMAN[342-376] 
DTRRANKKAKQTGRLGSSG KQTGRLGSSGLGSASSIQA 47.65 1803.943878 -0.168519655 HUWE1_HUMAN[3745-3763] 
DVPLSLSPSKRACASPSAQ KRACASPSAQVEGSPVAGSDGSQPAV 92.16 2512.197617 1.690153661 LRWD1_HUMAN[246-271] 
EAAGGAAAAAAEAGAASGE KKEAGEGGEAEAPAAEGGKDEAAGGAAAA 101.81 2569.189148 -0.041647381 MARCS_HUMAN[175-203] 
EAEEGVKDLKIESDVQEPT KKIFDIDEAEEGVKDL 58.77 1847.95163 2.31174882 IF2BL_HUMAN[86-101] 
EAVAEAHLGKLNVKLTKLT KLDEAVAEAHLG 56.09 1251.645889 0.649544737 SAHH_HUMAN[389-400] 
ECGAGVFMASHFDRHYCGK LRRECPSDECGAGVFMA 32.66 1953.849533 2.77349914 RS27A_HUMAN[41-57] 
EDEDDADLSKYNLDASEEE KYNLDASEEEDSNK 103.47 1640.716522 0.67165777 ZRAB2_HUMAN[182-195] 
EDEWKELEQKEVDYSGLRV KEVDYSGLRVQA 60.24 1363.709564 2.330408236 CDV3_HUMAN[91-102] 
EDGEKEARLIRNLNVILAK KLDGLDEDGEKEARL 50.05 1686.842407 0.660998322 AMRP_HUMAN[97-111] 
EDSSRPVWLKAINCATSGV KGILADEDSSRPVWL 49.62 1684.878418 2.738476528 FAS_HUMAN[1429-1443] 
EEDDYQQKRKGVEGLIDIE KGVEGLIDIENPNRVAQTTK 83.84 2181.175323 2.627024036 HAP28_HUMAN[75-94] 
EEDEISEELKEKAKIEDEK KRFEIINAIYEPTEEECEWKPDEEDEISEEL 55.24 3868.751221 3.065847175 NP1L1_HUMAN[116-146] 
EEDQGIYQSKVRELISDNQ KVRELISDNQY 40.52 1363.709549 -1.059609798 MCM3_HUMAN[35-45] 
EEDSTAGTTKQPSKEEEEE KQPSKEEEEEEEEEQLNQTLAEM 91.7 2776.22319 2.608579896 RRMJ3_HUMAN[353-375] 
EEEDEKDKGKLKPNLGNGA KNGSLDSPGKQDTEEDEEEDEKDKG 73.01 2778.195114 1.856241116 NUDC_HUMAN[133-157] 
EEEEQKKPMKNKPGPYSSV KNKPGPYSSVPPPSAPPPK 34.71 1944.046875 0.168205821 NOLC1_HUMAN[283-301] 
EEFQFIKKAKEQEAEPEEQ KEQEAEPEEQEEDSSSDPRLR 81.55 2487.09967 -1.438221412 MFAP1_HUMAN[67-87] 
EENEIIYNPKNLPLGWDGK KNLPLGWDGKPIPYW 45.95 1782.945709 3.322030486 SF3A3_HUMAN[381-395] 
EEQRLKEEEEDKKRKEEEE EDKKRKEEEEAE 31.88 1518.71611 -3.876300489 CALR_HUMAN[372-383] 
EFIRANATNKLTVIAEQIQ KLTVIAEQIQHLQEQAR 83.93 2004.111588 2.496866956 CA050_HUMAN[77-93] 
EGEVVPRVTKKFVEEEDDD KKFVEEEDDDEEEEEENLDDQDEQGNL 118.6 3268.317459 1.21530422 SPT6H_HUMAN[28-54] 
EGISFRGLFIIDDKGILRQ KADEGISFRGLF 53.15 1338.693192 3.661780032 PRDX1_HUMAN[120-131] 
EGTSGTDVNKGSSKNALSS KEEERSQPTKTPSSSQEPPDEGTSGTDVN 94.4 3116.401779 -1.888716673 GON4L_HUMAN[1379-1407] 
EHGFDNCLRKDTTFLESDC KAGCECLNESDEHGFDNCLR 87.96 2409.973618 2.375959619 TXNL1_HUMAN[132-151] 
EKCLIEILASRTNEQMHQL SRTNEQMHQLVAAY 37.5 1646.783463 3.533555037 ANXA6_HUMAN[121-134] 
EKLRDYIWNTLNSGRVVPG TLNSGRVVPGYGHAVLR 42.29 1794.985306 0.377161862 CISY_HUMAN[335-351] 
ELDQTLEEFKAQSGDKPSE KTIMQLCHDRGYLVTQDELDQTLEEF 48.42 3181.505997 5.64072487 RPAB1_HUMAN[15-40] 
ELIPEYLNFIHGVVDSEDL VRRVFIMDSCDELIPEYLNF 39.93 2515.223938 2.796570076 H90B3_HUMAN[299-318] 
ELRTEPEAKKSKTAAKKND KGAVAEDGDELRTEPEAK 40.56 1913.933014 -2.049183525 APEX1_HUMAN[7-24] 
ELTTDLEILKAEIEEKGSD KERVDELTTDLEIL 67.16 1672.888306 3.268598376 DCTN1_HUMAN[329-342] 
EMIDVIGVTKGKGYKGVTS KLDWARERLEQQVPVNQVFGQDEMIDVIGVT 72.96 3611.840622 2.696962856 RL3_HUMAN[193-223] 
ENSFFAGDKKEAHKLKEDF KSFPLHFDENSFFAGDK 61.03 1984.931931 0.453919848 ERO1A_HUMAN[352-368] 
EQKELQALYALQALVVTLE KYLCDEQKELQALY 43.42 1799.876343 1.816235883 IF4G1_HUMAN[1514-1527] 
EQKKQEILKKFMDQHPEMD KFMDQHPEMDFS 56.12 1510.622086 2.560534521 NUDC_HUMAN[315-326] 
ERADAETLRKAMKGLGTDE RGTVTDFPGFDERADAETLR 37.36 2252.082184 1.975061137 ANXA5_HUMAN[6-25] 
ERKLRTFYEKRMATEVAAD KRMATEVAADALGEEW 53.91 1775.851196 0.949403871 RS6_HUMAN[30-45] 
ESSNSNSSRKSDNHSPAVV KSSSTSESGDSDNMRISSCSDESSNSNSSR 99.13 3184.275253 -1.828045485 ANR17_HUMAN[1604-1633] 
ESSSSSLHATRTYGGSYGG KAGYSTDESSSSSLHA 54.19 1625.716888 -2.371876695 FXR2_HUMAN[406-421] 
ETAMLEKLKVGQGCATPLA FADETAMLEKLK 30.63 1394.711517 -5.609762237 U566_HUMAN[89-100] 
ETANATSTLKKRKKRRYSA KSRICDETANATSTL 41.17 1665.799179 1.605835826 TTF1_HUMAN[69-83] 
ETIPSEYRLKPATDKDGKP KPATDKDGKPLLPEPEE 37.76 1862.962524 -2.706978769 ICAL_HUMAN[342-358] 
ETKAAEEPSKVEEKKAEEA KPQEAAVAPEKPPASDETKAAEEPS 66.37 2576.260529 -0.833378447 MARCS_HUMAN[238-262] 
ETNYGIPQRALRGHSHFVS KLTRDETNYGIPQR 45.98 1689.879807 -0.984093657 GBLP_HUMAN[44-57] 
ETSFSEALLKRNQDLAPNS KRNQDLAPNSAEQASILSLVT 61.94 2254.191681 5.879269324 ILF2_HUMAN[59-79] 
EVDEDPTGNKALWDRGLLN KALWDRGLLNGASQ 76.74 1527.81575 2.488519967 SF3B3_HUMAN[1074-1087] 
EVLVAGFGRKGHAVGDIPG KKITAFVPNDGCLNFIEENDEVLVAGFGR 69.9 3251.628494 -0.806057643 RS23_HUMAN[79-107] 
EVNAAWQRLKGLALQRQGK KQDEVNAAWQRL 84.72 1456.742249 2.11636616 SPTA2_HUMAN[229-240] 
EVQRFFSDCKIQNGAQGIR KVRGLPWSCSADEVQRFFSDC 46.76 2543.168579 1.542170673 HNRH1_HUMAN[14-34] 
EVTIVNILTNRSNAQRQDI NRSNAQRQDIAFAY 31.95 1652.80188 -0.386011178 ANXA2_HUMAN[62-75] 
EWESRLRVAKESGYNMIHF KESGYNMIHFTPLQTLGLSRSCY 80.32 2701.299225 2.527672587 GDE_HUMAN[151-173] 
EYFTFITDCKDPKACTILL KKIGDEYFTFITDC 66.65 1735.812729 2.945594254 TCPG_HUMAN[353-366] 
EYIEALNTGKLQQQPGCTA KKCDEYIEALNTG 32.18 1539.723877 2.199745065 RPC1_HUMAN[722-734] 
EYSTQSLVKKHKDVAEEIA KIVSSSDVGHDEYSTQSLVK 88.18 2178.080444 -0.573899832 SPTB2_HUMAN[765-784] 
FAGEEVRVTKEVDATSKEA KVFDFAGEEVRVT 72 1495.767105 2.499720704 CFDP1_HUMAN[167-179] 
FDDEEAEEKAPVKKSIRDT KVKLAADEDDDDDDEEDDDEDDDDDDFDDEEAEEK 49.51 4077.4534 0.218763996 NPM_HUMAN[155-189] 
FDLLEDIESKIQPGSQQAD RHLMLPDFDLLEDIES 90.97 1941.950592 2.863100649 KU86_HUMAN[81-96] 
FDVKEWINAAFRAGSKEAA AFRAGSKEAASGKADGHAATLV 40.01 2114.086838 9.689762801 COG7_HUMAN[20-41] 
FEEVTTQNEKLKVELRSAV KLRQDFEEVTTQNE 61.8 1735.837677 5.2406974 BRE1A_HUMAN[348-361] 
FEIGHFLRERIIPRSVLYF ADFEIGHFLRE 52.86 1332.64624 -1.302671293 NP1L1_HUMAN[322-332] 
FEKLMLAVVKCIRSTPEYF KCIRSTPEYFAERLF 34.2 1915.961426 0.551681253 ANXA6_HUMAN[247-261] 
FELAQAYLALFLKLHLKML KRDFELAQAYLA 38.57 1423.745926 2.497636646 WDR36_HUMAN[887-898] 
FEMALKKVSKSVSAADIER KSVSAADIERYE 54.65 1366.672821 -1.336823248 KTNA1_HUMAN[471-482] 
FFTSFYDKLKLQEEVKDLR KLQEEVKDLRAVEEAFVPVI 63.69 2311.278717 3.568154693 PAPOA_HUMAN[138-157] 
FGGDEEKSRKRKNKDPKFA KNDMDEPPSGDFGGDEEKSR 120.26 2208.922943 -0.059304921 CHD4_HUMAN[577-596] 
FILVGDLMRSVLLLAYKPM KGDFILVGDLMR 70.52 1362.732956 2.456827646 DDB1_HUMAN[917-928] 
FISRFEGLEKISAYMKSSR KDFISRFEGLE 43.8 1339.6772 3.114183029 GSTM1_HUMAN[182-192] 
FKQYVNKNSKHEELMLGDP KHEELMLGDPCL 44.48 1440.674103 2.416230008 SYEP_HUMAN[650-661] 
FMEKRKIKDKKLPVGFTFS KKLPVGFTFSFPCQQS 46.71 1869.944763 4.063756401 HXK1_HUMAN[146-161] 
FNPDFVFTEKEGTYDGSWA KNRSADFNPDFVFTE 31.48 1785.832214 4.05301234 DDX27_HUMAN[76-90] 
FPVAMQISEKHDVVFLITK KKAVDVFFPPEAQNDFPVAMQISE 36.12 2706.336334 3.380584994 CLH1_HUMAN[245-268] 
FQHASEDARKTINQWVKGQ KTYGADLASVDFQHASEDAR 60.56 2180.013412 2.087143123 ILEU_HUMAN[110-129] 
FQYLKQVLGQMVIDEELLG QMVIDEELLGDGHSYSPRAIHSWL 37.87 2752.327881 3.844382086 PSB4_HUMAN[114-137] 
FSKFQALKPKLLDTVDDML KLLDTVDDMLANDIARLMV 33.16 2177.107178 -3.553339072 EHD1_HUMAN[377-395] 
FTEDQTAEFKEAFQLFDRT KEAFQLFDRTGDG 60.77 1482.710312 1.800756344 MYL6_HUMAN[13-25] 
FTGHALALYRTDDYLDQPC KKFDLGQDVIDFTGHALALY 46.43 2250.168472 6.870596665 GDIB_HUMAN[173-192] 
FTGIDDLENKSKDSLVDII KSKDSLVDIIGIC 51.43 1446.775208 2.553264653 RFA1_HUMAN[311-323] 
FTHDQSISQKLMAGFVECL KLVGDFTHDQSISQ 49.87 1573.773651 0.547092652 NU205_HUMAN[932-945] 
FTNHNGTGGKSIYGSRFPD RVIPSFMCQAGDFTNHNGTGG 58.54 2265.005554 3.085202148 PPIF_HUMAN[97-117] 
FTRGDGTGGKSIYGERFPD KDFMIQGGDFTRGDGTGG 73.08 1857.831604 2.84202292 PPIB_HUMAN[90-107] 
FTRHNGTGGKSIYGEKFED KSIYGEKFEDENFILK 88.75 1958.998901 2.788669252 PPIA_HUMAN[76-91] 
FYLCEMAFPRVKPAPDETS RVKPAPDETSFSEALL 60.63 1758.915192 2.950682343 ILF2_HUMAN[43-58] 
FYPEEDGKTKGYIFLEYAS KGYIFLEYASPAHAVDAVKNADGY 78.78 2598.275421 4.157757839 EIF3B_HUMAN[230-253] 
FYTRVLGMTLIQKCDFPIM KSLDFYTRVLGMT 45.55 1529.791199 2.65722538 LGUL_HUMAN[44-56] 
GAACLLNSNKYFPSRVSIK KECPAIDYTRHTLDGAACLLNSN 47.81 2618.221695 1.428068527 MOBL3_HUMAN[117-139] 
GAIDAVETQKDLLGASGLM KVAHGALSDGAIDAVETQ 33.35 1780.895538 1.749681513 MCM3A_HUMAN[1430-1447] 
GALLGDRSLRVDIAEGRKQ KEALTYDGALLGDRSL 102.7 1720.899536 1.120344308 IF4H_HUMAN[96-111] 
GAMPSARLRKLEVEANNAF KYDPPLEDGAMPSARLR 39.97 1914.962143 1.445981588 CAPZB_HUMAN[78-94] 
GATALAEAFRVIGTLEEVH KVFVAGRNRLENDGATALAEAF 60.26 2348.223663 1.060375994 RAGP1_HUMAN[183-204] 
GAVLDGRELRVQMARYGRP KRDAEDAMDAMDGAVLDGREL 96.94 2277.036514 2.361841792 SFRS2_HUMAN[65-85] 
GDEDSLVSHFYTNPIAKPI KPVDENHQQDGDEDSLVSH 88.55 2147.935577 -0.291442633 NUP98_HUMAN[639-657] 
GDKPEETQGKAEKDEPGAW PAEGDGAQPEETPRDGDKPEETQG 85.63 2509.084076 -2.608521597 GANAB_HUMAN[193-216] 
GDYSYEIIEKTTRTPEEGG KTTRTPEEGGYSYDISE 73.34 1931.874847 5.877709945 MAP1B_HUMAN[1945-1961] 
GEDEPTLVQKEPVEAAPAA KVLVHPPQDGEDEPTLVQ 36.05 2000.021484 3.284964713 CLPP_HUMAN[243-260] 
GEEEPSQGQKVEEQEPELT KVEEQEPELTSTPNFVVEVIKNDDGK 81.93 2943.471298 2.478366276 C1QBP_HUMAN[154-179] 
GEFSMDLRTKSTGGAPTFN KCSVIRDSLLQDGEFSMDLRT 73.02 2469.199188 1.998623693 PROF1_HUMAN[70-90] 
GERLVGMPAKRQAVTNPNN KVLENAEGARTTPSVVAFTADGERLVGMPA 71.34 3085.586624 4.254944553 GRP75_HUMAN[76-105] 
GFHVINVGRMCLDQYSMLP AVSPDKDVDGFHVINVGR 57.44 1923.980301 2.381001509 MTDC_HUMAN[147-164] 
GGDIINALCFSPNRYWLCA KHLYTLDGGDIINALC 59.59 1801.903259 1.440143907 GBLP_HUMAN[225-240] 
GILIQGNDLKIDESSLTGE KIDESSLTGESDHVK 93.12 1643.800232 -0.200754321 AT2B1_HUMAN[237-251] 
GINSIGGGQKVRLMKEVME KVLGQGEEWRGGDGINSIGGGQ 61.93 2213.08252 3.792899688 PLOD2_HUMAN[67-88] 
GIPSRQRTPKINMMLANLY KDAIAILDGIPSRQRTP 36.66 1850.037369 0.395667683 APC7_HUMAN[119-135] 
GKDDPIEVSKDSIFVKILQ KALQRDNWSSSDGKDDPIEVS 31.88 2346.108765 -0.874639757 NU133_HUMAN[1076-1096] 
GKDYDPVAARQGQETAVAP KFFDANYDGKDYDPVAA 41.1 1934.868652 4.90575936 MARE1_HUMAN[113-129] 
GKHVVFGKVKEGMNIVEAM KEGMNIVEAMERFGSRNG 46.54 2023.956741 2.021782342 PPIA_HUMAN[133-150] 
GKNSAKEETKFAQVVLQDL KFAQVVLQDLDK 61.66 1402.782013 1.611797114 HSP7E_HUMAN[457-468] 
GKNVNAGGHKLGLGLEFQA KLTLSALLDGKNVNAGGH 48.48 1806.995178 3.826794938 VDAC1_HUMAN[256-273] 
GKPIPYWLYKLHGLNINYN KLHGLNINY 44.84 1070.58725 0.459560863 SF3A3_HUMAN[398-406] 
GKQACVLMIKALELDSNLY KALELDSNLYRIGQS 34.49 1705.899857 0.583269877 MYH9_HUMAN[745-759] 
GLCCQSREVKEWHGCRATK KWQMNPYDRGSAFAIGSDGLCCQSREV 44.23 3131.401154 4.284663427 DDX1_HUMAN[90-116] 
GLISLQVKQKGADFLVTEV KGADFLVTEVENGGSLGSK 64.72 1906.963623 4.148479764 KPYM_HUMAN[188-206] 
GLVVLVFNKKETEIRSQQQ KETEIRSQQQQLVESLH 30.74 2052.059952 1.725095798 NUP54_HUMAN[198-214] 
GPICLVLAPTRELAQQVQQ TRELAQQVQQVAAEYCR 81.6 2049.006149 2.764755002 DDX5_HUMAN[176-192] 
GQGSEHTVDKKKYAAELHL HWGSLDGQGSEHTVD 57.67 1623.691391 -0.381230081 CAH2_HUMAN[96-110] 
GQTVRMPVGKREIFITFRV KRVMIPVPAGVEDGQTVRMPVG 33.09 2335.250458 -0.735253041 DNJA3_HUMAN[302-323] 
GRGCEVIQEIKSFSQEGRT KLGLENAEALIRLIEDGRGCEVIQE 41.68 2824.475235 6.353746628 RO60_HUMAN[52-76] 
GRGPSRVISKHDLGHFMLR KYVAVMPPHIGDQPLTGAYTVTLDGRGPSRVIS 46.22 3494.834427 2.882539992 BLVRB_HUMAN[145-177] 
GSAVIWVTFKYDGSTIVPG KYDGSTIVPGEQGAEYQHFIQQCTDDVRLFA 66.65 3571.667816 3.501165462 COTL1_HUMAN[30-60] 
GSIRWLVLLISMAVCIIAM ISMAVCIIAMIIF 37.77 1496.780487 6.864734067 BMR1A_HUMAN[158-170] 
GSRQPVLAIKGARVSDFGG KVVTATLWGEDADKFDGSRQPVLAI 51.05 2715.423187 2.874321777 RFA1_HUMAN[354-378] 
GTEGLVRGQKVLDSGAPIK KVLDSGAPIKIPVGPETLGR 89.15 2046.183716 4.641811938 ATPB_HUMAN[124-143] 
GTGPEKIAHIMGPPDRCEH IMGPPDRCEHAARIINDLLQ 39.29 2318.162323 3.317714175 FUBP2_HUMAN[372-391] 
GTKATFHYRTLHSDDEGTV TLHSDDEGTVLDDSRARG 53.59 1942.898071 0.428740968 AIP_HUMAN[40-57] 
GTRPVGMLGKATSTSDMLL KEYYTQNMEREISNSDGTRPVGMLG 31.24 2874.327606 3.923352361 RBM22_HUMAN[114-138] 
GVANVEHILKIGYLNDRVD KIGYLNDRVDELLE 40.03 1675.878067 2.377857959 5NT3_HUMAN[296-309] 
GVEVSVTTSKIVTDSDSKT KIVTDSDSKTEELRF 32.94 1766.905029 -0.575582719 SLK_HUMAN[811-825] 
GVTEIRMRFIRRIEDNLPA IRRIEDNLPAGEE 50.65 1510.773926 1.600504191 TPPC3_HUMAN[168-180] 
GWTSRWIESKHKSDFGKFV KEQFLDGDGWTSRWIES 65.37 2052.954117 2.536345044 CALR_HUMAN[24-40] 
GYCQTGTMSRHQNQNTIQE SRRGVITDQNSDGYCQTGTMS 96.17 2348.012146 -0.721035452 DESP_HUMAN[43-63] 
HGARHPDMKKRVEDAYILT KRVEDAYILTC 31.44 1366.691467 -0.865594049 TCPZ_HUMAN[223-233] 
HGELVVRIASLEVENQSLR KSLAGSSGPGASSGTSGDHGELVVRIA 121.49 2496.256851 -1.245064184 EF1D_HUMAN[59-85] 
HGEPIGRGTKVILHLKEDQ SAGGSFTVRADHGEPIGRGT 45.04 1970.955872 -0.85795934 HS90B_HUMAN[160-179] 
HLERVLEAAAQAARDVHTL AQAARDVHTLLDRV 33.02 1563.848129 2.163253539 EXOS4_HUMAN[218-231] 
HLSGFNVCNRYLVVLYYNA KNACDHLSGFNVCN 52.57 1634.692963 1.345206745 PM14_HUMAN[71-84] 
HPGFQIRDSKGLHNVVYGI KEVTYELDHPGFQIRDS 93.37 2032.985413 3.378774858 CNOT1_HUMAN[355-371] 
HPIVETLRQKAEADKNDKA HLEINPDHPIVETLRQ 55.96 1910.000992 1.701569797 HS90B_HUMAN[625-640] 
HPQPIDPLLKNCIGDFLKT KFTISDHPQPIDPLL 44.89 1719.919571 3.240267797 CAND1_HUMAN[990-1004] 
HSIIETLRQKAEADKNDKS HLEINPDHSIIETLRQ 61.36 1913.995895 2.694885613 HS90A_HUMAN[633-648] 
IALAPMEAAKVRIQTQPGY KVRIQTQPGYANTLRDAAP 44.6 2098.128311 -1.247778788 MPCP_HUMAN[187-205] 
IARARENIQKSLAGSSGPG KSLAGSSGPGASSGTSGDHGELVVR 146.69 2312.135681 -1.573437074 EF1D_HUMAN[59-83] 
IATQLAGTKKVQQELSRPG KVQQELSRPGMLEMLLPGQPEAVAR 38.6 2776.472748 3.733153876 GSHB_HUMAN[306-330] 
IDAWMLDILKIVSSSDVGH KIVSSSDVGHDEYSTQSLVK 88.18 2178.080444 -0.573899832 SPTB2_HUMAN[765-784] 
IDEVSSLLRTSIMSKQYGN KNLRDIDEVSSLLR 70.72 1656.915848 -1.102047519 TCPQ_HUMAN[152-165] 
IDNQGLMMPKEEKQMDLNT KMASSRVTLFSDSKPLGSEDIDNQGLMMP 53.66 3153.514435 6.924338052 BMS1_HUMAN[386-414] 
IEEMEERREKRELRQVRAA KALFAGDIEEMEERRE 59.33 1921.920319 -0.164418887 RNZ2_HUMAN[768-783] 
IEGCAHIVHKHGDIILVVD KVIDIEGCAHIVH 84.22 1489.771133 -1.992923567 CGL_HUMAN[165-177] 
IEGEKDGIRKAREVLMRLG KDISDIEGEKDGIR 45.26 1573.794739 -0.456222138 HXK2_HUMAN[337-350] 
IELSPEAQAKIDRYTQQGF KIDRYTQQGFGNLPICMA 56.59 2111.029205 4.485489816 C1TM_HUMAN[891-908] 
IERMVQEAEKYKAEDEKQR KEDIERMVQEAE 71.74 1475.692566 1.759174004 HSP7C_HUMAN[512-523] 
IERPTYTNLNRLIGQIVSS RNLDIERPTYTNL 41.92 1603.831787 1.432195083 TBA1A_HUMAN[215-227] 
IHGNVLQYHKDVKHMNSAG KLTDIHGNVLQYH 57.8 1536.804871 1.134171314 BPNT1_HUMAN[261-273] 
IIEVPTRLDKDKLRDYAQL KLQTHDIIEVPTRLD 55.42 1776.973389 1.909426456 STRUM_HUMAN[643-657] 
IINALCFSPNRYWLCAATG KHLYTLDGGDIINALCFSP 45.39 2133.056473 5.845602382 GBLP_HUMAN[225-243] 
IITEEDKSKKKGQEEKQPK KQPCPSESDIITEEDKSK 66.22 2089.983734 0.520099742 PSIP1_HUMAN[201-218] 
IKFTEEIPLKILAHNNFVG KILAHNNFVGRLIG 42.51 1550.90451 -1.023918616 IF2B3_HUMAN[280-293] 
IKPIWQRPSKEVEEDEYKA KTVWDWELMNDIKPIWQRPS 84.99 2541.283829 6.131940015 ENPL_HUMAN[328-347] 
ILHSIFSSYKEKVLPWFEQ KVSDILHSIFSSY 102.73 1494.771835 3.342985119 IPO5_HUMAN[841-853] 
ILPCLDGYLKTSALSDETK KTSALSDETKNNWEVSALSRAAQ 78.97 2505.245895 -1.034628978 PRKDC_HUMAN[801-823] 
ILQNVFKLEKFRPLQLETI KFRPLQLETINVTMAG 40.14 1816.986923 2.343990453 RECQ1_HUMAN[91-106] 
INAVAASLRKVSMDNRLME KVSMDNRLMELFPAN 31.44 1763.869827 2.083487083 BZW1L_HUMAN[67-81] 
INLSLRKAKKRAFQLEEGE KRAFQLEEGEETEPDC 59.66 1936.847244 -0.366575114 P80C_HUMAN[111-126] 
IPHMDIEALKKLNKNKKLV KAVDIPHMDIEAL 51.18 1450.748978 2.201621403 RL10A_HUMAN[78-90] 
IPVWDQEFLKVDQGTLFEL KRTDDIPVWDQEFL 67.89 1760.873352 2.096686849 SKP1_HUMAN[80-93] 
ISLWKFETSKYYVTIIDAP KYYVTIIDAPGHRDFI 78.38 1906.994125 1.335609778 EF1A1_HUMAN[84-99] 
ITGEENPLNKLRVKIEPGV RQHMDITGEENPLN 67.75 1652.757645 0.899708438 AMPB_HUMAN[380-393] 
ITVLDLGCGKGGDLLKWKK KRDITVLDLGCG 35.13 1345.702393 2.712338195 MCES_HUMAN[196-207] 
IVARSLYSEKEVFIRELIS KLLDIVARSLYSE 55.36 1505.845306 4.215572459 TRAP1_HUMAN[96-108] 
IVENICGREKSGIQPLCPE KSGIQPLCPERSHISDQSPLSS 45.39 2422.191055 3.813489436 LAP2A_HUMAN[334-355] 
IVKLINGRYKGQSGIIYCF KPSNTEDFIEDIVKLINGRY 77.61 2350.216843 5.007623035 RECQ1_HUMAN[293-312] 
IVVDHYKEEKFEDRSPAAE KFEDRSPAAECLSE 63.04 1637.735504 0.860944882 TRAP1_HUMAN[563-576] 
IYQDLNRLLKGKKGEQMNS KDIYQDLNRLL 66.87 1389.761581 2.542162662 MSH2_HUMAN[235-245] 
KAVKDLVVLLFETALLSSG LFETALLSSGFSLEDPQTHSNRIYR 63.45 2880.440598 4.927371184 HS90B_HUMAN[658-682] 
KDAPRTEENKIQHNGNCQL KIQHNGNCQLNEENLST 60.17 1997.92247 -0.25926932 SFR12_HUMAN[487-503] 
KDFSHPQMPKKVEDAKIAI KGVIVDKDFSHPQMP 42 1696.860687 2.520536914 TCPE_HUMAN[226-240] 
KDGDGTITTKELGTVMRSL KEAFSLFDKDGDGTITT 52.52 1843.883987 3.918359317 CALM_HUMAN[14-30] 
KDSKLEKALKAQNDLIWNI KAQNDLIWNIKDELK 62.52 1826.988998 1.397928506 PARP1_HUMAN[239-253] 
KDTIEKLKEKKLTPITYPQ KKLTPITYPQGLAMA 38.8 1630.911621 2.784945512 RAC1_HUMAN[132-146] 
KDYSVTANSKIVVVTAGVR KIVVVTAGVRQ 79.16 1168.729202 1.062692707 LDHB_HUMAN[91-101] 
KEALMEEILKLKSLLSTKR KDKEALMEEIL 40.54 1317.684952 0.151781349 BICD1_HUMAN[665-675] 
KEEEKEKEEKESEDKPEIE KESEDKPEIEDVGSDEEEEK 85.82 2320.007736 0.174568383 HS90A_HUMAN[250-269] 
KEQELSEEDKQLQDELEML KQLQDELEMLVERLGE 96.64 1928.987686 6.052915778 PSMD2_HUMAN[50-65] 
KFPCTLVAQKIDLPEYQGE KKLEEVVQILGDKFPCTLVAQ 62.33 2414.32431 3.339236558 ITPA_HUMAN[18-38] 
KGFGFIRLETRTLAEIAKV TRTLAEIAKVELDNMPLRG 37.59 2126.151733 -0.306657324 NONO_HUMAN[118-136] 
KGLVLMSRAKHHAISAKLN KLPGDKGLVLMSRA 40.01 1483.854446 -0.797921928 CALX_HUMAN[113-126] 
KGQVLNIQMRRTLHKAFKG KGFPTDATLDDIKEWLEDKGQVLNIQM 58.48 3103.553589 6.612742268 LA_HUMAN[116-142] 
KGSLFGGSVKLALASLGYE KDAFDKGSLFGGSV 35.56 1426.709259 1.670277238 PDC6I_HUMAN[96-109] 
KKEGEYIKLKVIGQDSSEI KVIGQDSSEIHF 40.84 1358.683029 1.291692001 SUMO1_HUMAN[25-36] 
KLCKEVPNYKLITPAVVSE KLITPAVVSERL 46.5 1324.807816 2.225228418 RS25_HUMAN[66-77] 
KLDASESLRKEEEQATETQ KLDASESLR 45.15 1017.545441 0.305637456 CLH1_HUMAN[1612-1620] 
KLEKERNDAKNAVEEYVYD KNAVEEYVYDFRDRLGTVYE 43.55 2465.186279 3.900313774 HS74L_HUMAN[621-640] 
KLEKERNDAKNAVEEYVYE KNAVEEYVYEMRD 73.98 1644.745331 2.82292943 HSP74_HUMAN[618-630] 
KLELEITDSKKEQDDLLVL KKEQDDLLVLLADQDQ 58.61 1869.968353 2.962616983 USO1_HUMAN[903-918] 
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KLIKEGDIVKRTGAIVDVP KRTGAIVDVPVGEELLGRVVDALGNAIDG 54.05 2932.59819 4.02748663 ATPA_HUMAN[132-160] 
KMIGFSETAKCQAMKKIFD KICSPDKMIGFSETA 48.8 1682.800766 -0.299500696 NSF_HUMAN[566-580] 
KNEIASVAYRYRRWKLGDD KERYNFPNPNPFVEDDMDKNEIASVAY 55.47 3201.471283 2.454808838 EIF3D_HUMAN[332-358] 
KPGNTVNFRKLLLNRCQKE KVPMADKPGNTVNFR 33.3 1672.871902 0.949863524 IF4G3_HUMAN[820-834] 
KPPKPELPGVDFADPQGPS LPLQEGELPLVQQQVAPSDKPPKPELPG 32.82 3003.628067 -4.712967013 AMBN_HUMAN[153-180] 
KPVSPLLLASGMARDWPDA KSMTEAEQQQLIDDHFLFDKPVSPLLLA 42.47 3212.642731 7.063032494 KCRB_HUMAN[177-204] 
KPVYDELFYTLSPINGKIS KDKPVYDELFY 37.28 1415.697266 1.792756164 EHD4_HUMAN[446-456] 
KPYACDICGKRYKNRPGLS KLDASILEDRDKPYACDICG 62.62 2338.093307 0.750611618 REQU_HUMAN[196-215] 
KRQVSVEEAKNRAEQWNVN KNRAEQWNVNYVETSA 68.06 1907.912552 1.735928618 RALA_HUMAN[143-158] 
KSVKDLVILLYETALLSSG LYETALLSSGFSLEDPQTHANRIYR 100.08 2880.440582 -0.597478042 HS90A_HUMAN[666-690] 
KVIPVEKLVKGRFQDNLDF KGRFQDNLDFIQWF 45.38 1812.89476 1.677979366 MARE2_HUMAN[141-154] 
KVNFHFILFNNVDGHLYEL NNVDGHLYELDGRMPFPVNHGASSEDTLL 62.51 3196.488373 4.254043317 UCHL1_HUMAN[166-194] 
KYVKGLIEGKSDPYALVRL KSDPYALVRLGTQTFC 38 1854.929825 1.292232174 ESYT1_HUMAN[355-370] 
LAGVMALQRKLTGMERDLV KTKVIESTQDLGNDLAGVMALQR 44.3 2486.316254 0.952413031 SPTB2_HUMAN[974-996] 
LAMQNAWFRKSRFKGGKGK KELLDLAMQNAWFR 93.09 1733.892273 3.609797504 DDX42_HUMAN[626-639] 
LAQSANLTDKELEAFREEL KELEAFREEL 35.8 1262.65062 2.022728979 AMRP_HUMAN[272-281] 
LAQTLGRARKQAVAREERD KGYTLAALGDLAQTLGRAR 73.2 1974.101028 2.970972568 ZNHI2_HUMAN[303-321] 
LASVQALLRKHEGLERDLA KEQLMASDDFGRDLASVQALLR 42.63 2462.258728 3.725441155 SPTA2_HUMAN[274-295] 
LASVQALQRKHEGFERDLA KNQALNTDNYGHDLASVQALQR 92.91 2455.220367 0.972214157 SPTA2_HUMAN[1252-1273] 
LCDRVSEMQKLDAQVKELV KTEGSDLCDRVSEMQ 43.71 1753.761093 -0.565071265 RPN1_HUMAN[538-552] 
LDDLNFFNQKKKKKKTKKI KKDASDDLDDLNFFNQ 78.29 1883.853729 4.732320701 IF2BL_HUMAN[63-78] 
LDEVKDYVAKGEDVNRTLE KNGDLDEVKDYVA 46.06 1464.709625 1.377064754 MTPN_HUMAN[11-23] 
LDFTIDLDFKGQLCELSCS KGQLCELSCSTDYRMR 53.41 2002.902283 -0.205701498 ANM1_HUMAN[346-361] 
LDGPKELSRREREEIEKQK KVTQLDLDGPKELSR 54.32 1697.931183 0.169618182 HAP28_HUMAN[95-109] 
LDHSCTLNKKIRNAQLAQY KIRNAQLAQYNF 41.26 1464.783707 -0.863608732 SYTC2_HUMAN[740-751] 
LDIASLVTAKLVNTTITPE KLVNTTITPEPEPKPQPNSRE 73.14 2374.249207 -0.891229107 LUZP1_HUMAN[672-692] 
LDQDGDKQLSVPEFISLPV KEIVRDLDQDGDKQL 40.11 1770.911179 1.821096415 CAB45_HUMAN[239-253] 
LEADEEDTRKKDASDDLDD KKDASDDLDDLNFFNQ 78.29 1883.853729 4.732320701 IF2BL_HUMAN[63-78] 
LEAHFVPLVKRLAGGDWFT AISHEHSPSDLEAHFVPLV 66.11 2084.0327 2.281154226 2AAA_HUMAN[114-132] 
LEEKKDADRKRAIGFVVGQ KRAIGFVVGQTDWE 36.17 1604.8311 2.769138759 YLPM1_HUMAN[1918-1931] 
LEELEVLERKPAAGLSAAP KYQFVREPEDEEEEEEEEEEDEDEDLEELEVLER 33.4 4313.814194 -0.575360896 RTN4_HUMAN[24-57] 
LEGEKTTSLKWKSDEVDEQ KWKSDEVDEQVACQEV 59.71 1948.883652 0.683468199 AKA12_HUMAN[1509-1524] 
LEHVEVLQKKFEEFQTDMA KFEEFQTDMAAHEERVNEVNQFAA 32.54 2839.287125 2.601709399 SPTA2_HUMAN[190-213] 
LEPGTMDSVRSGPFGQIFR RSGPFGQIFRPDNFVFGQSGAGNNWA 78.75 2825.34227 5.691699788 TBB2A_HUMAN[77-102] 
LETGTCIYMNRISGETIFV NRISGETIFVTAPHEATAGIIGVNR 101.52 2622.387787 -0.093426305 CLH1_HUMAN[296-320] 
LFCTSHSDNKIIIIHRNLE RLGATIEHISVSPAGDLFCTSHSDN 36.75 2683.266037 3.855748874 WDR75_HUMAN[288-312] 
LFPLLECLSSVATALQSGF KDEDKDLFPLLECLS 35.86 1820.886597 3.73719045 TNPO1_HUMAN[577-591] 
LFTCGKCKKKNCTYTQVQT KNCTYTQVQTRSADEPMTTFVVCNECGNRW 68.9 3651.596329 3.610475751 TCEA1_HUMAN[269-298] 
LFTSKGLFRAAVPSGASTG AAVPSGASTGIYEALELRDNDKTRYMG 63.54 2884.402481 4.594365761 ENOA_HUMAN[33-59] 
LGDAWAFFYKFELQHGTEE KFELQHGTEEQQEEVR 95.16 1985.94426 1.315243359 PRP6_HUMAN[883-898] 
LGGADLHCRKSGVSDHWAL KAATGEEVSAEDLGGADLHCR 138.77 2185.006943 -0.562469609 MCCB_HUMAN[248-268] 
LGVAFKISKEVLAGRPLFP EVLAGRPLFPHVLCH 41.82 1743.924286 0.983987673 HNRPU_HUMAN[436-450] 
LHKLWYVLLKERNMLLTLE KERNMLLTLEQEA 36.78 1573.813339 2.938722074 RM47_HUMAN[109-121] 
LHQLLVVARCLSLSAGQTT KNDPQSITADDLHQLLVVAR 62.91 2232.186234 3.583034371 CJ119_HUMAN[582-601] 
LIHEIYTVGKRFKEANNFL KYGIICMEDLIHEIYTVG 61.37 2153.05368 3.800183932 RL7_HUMAN[181-198] 
LKDAKLQTLKELFPQRSDN KELFPQRSDNDLL 32.55 1573.809998 2.969862948 SMRCD_HUMAN[166-178] 
LKDKLDFAPPTPPHYPPHE KENEEDLKDKLDFAP 54.85 1789.873367 3.857256121 HEAT2_HUMAN[318-332] 
LKFIDTTSKFGHGRFQTME FGHGRFQTMEE 51.77 1337.582275 -1.750172714 RL3_HUMAN[374-384] 
LKKGDIIQLQRRGFFICDQ QRRGFFICDQPYEPVSPYSC 46.19 2505.12056 0.535702761 SYEP_HUMAN[673-692] 
LKKLRVKELKKILDDWGET KKILDDWGETC 61.73 1363.644196 -1.117593581 ARMET_HUMAN[138-148] 
LKQGFISSLKSAWQTLNEF KSAWQTLNEFAR 57.52 1449.736435 2.689454377 S23IP_HUMAN[879-890] 
LLDYIKALNRNSDRSIPMT KFFADLLDYIKALN 32.51 1669.907913 4.32419054 HPRT_HUMAN[73-86] 
LLEDRSLLLSVNARGLLEF SVNARGLLEFEHQRAP 35.06 1822.943802 1.509097536 GANAB_HUMAN[169-184] 
LLEESRSVQKQMKILQKKQ KYADLLEESRSVQ 45.09 1536.778351 2.110258775 TXLNG_HUMAN[162-174] 
LLKEHYVDLKDRPFFAGLV KDRPFFAGLV 56.56 1148.634232 -0.513653506 NDKA_HUMAN[56-65] 
LLPRLTPILKNRHEKVQEN KMTPPIKDLLPRLTPIL 55.32 1945.179794 3.259338813 SF3B1_HUMAN[1008-1024] 
LLRNNSRVERLYHDIAQQA RLYHDIAQQAF 32.16 1360.688766 2.187127633 EIF3A_HUMAN[172-182] 
LLSPLEELVKEQSGTIYLQ KEQSGTIYLQHADEERE 78.56 2031.949722 0.63977961 NUP62_HUMAN[415-431] 
LMRRQEELRRLEELRNQEL RLEELRNQELQ 36.88 1426.752792 -0.434553206 PSPC1_HUMAN[333-343] 
LNINNHLIAKEMEHNTVCA KEMEHNTVCAAGTSPVGEIGEE 76.23 2344.031113 2.773000735 SON_HUMAN[1543-1564] 
LNLERSHAQKNENARQQLE KANLQIDQINTDLNLERSHAQ 83.21 2420.240753 1.73990955 MYH9_HUMAN[1754-1774] 
LNSFNATDLKDLSSHQLNE KDLSSHQLNEFLA 57.1 1500.757233 2.56470528 LKHA4_HUMAN[493-505] 
LPASASLPAKADLLLSTQP KADLLLSTQPGREEGSPLELERL 55.34 2550.36528 1.784450265 4F2_HUMAN[491-513] 
LPIENQLLWQIDREMLNLY KVKTSTVDLPIENQLLW 47.68 1983.104065 3.58982674 HSP74_HUMAN[571-587] 
LPTKPTKISKFGFAIGSQT KFGFAIGSQTTK 72.16 1283.687393 2.158625235 PCNP_HUMAN[70-81] 
LPVTEAVFSALVTGHARAG KTKDLPVTEAVFS 31.91 1433.776596 2.293244296 LPPRC_HUMAN[224-236] 
LQGPGPWGFRLVGGKDFEQ RLVGGKDFEQPLAISRVTPGS 31.32 2226.212067 -1.10232086 PDLI1_HUMAN[17-37] 
LQTHLAVQTKRVAAQVDGG KRVAAQVDGGAQVQQ 44.71 1553.827408 -0.545105586 AP2A1_HUMAN[810-824] 
LRIISANGCKVDNSSLTGE KVDNSSLTGESEPQTRSPDFTNENPLETRNIAFF 51.42 3839.823822 0.140631452 AT1A1_HUMAN[212-245] 
LSACTVALHIFQLNEDGPS KVKDSQPIDLSACTVALH 63.58 1981.030258 3.31847531 TRP13_HUMAN[81-98] 
LSAHNNHMAKVLTPELYAE KVLTPELYAELRA 80.59 1501.850388 1.089322887 KCRB_HUMAN[32-44] 
LSAINDKSIVKKTPQLAKT DLDLSAINDKSI 36.57 1302.666687 7.841606838 NYS48_HUMAN[101-112] 
LSDTVRTVLKQEMNRLFGA KDLSDTVRTVL 46.46 1245.692871 1.937074584 NARG1_HUMAN[724-734] 
LSNGKPRDNKQAGVFEPTI KQAGVFEPTIVKVKSL 54.75 1743.029449 1.929399415 TCPA_HUMAN[499-514] 
LSPAGHEEAKRGGQALRDA NRFSGWYDADLSPAGHEEA 68.47 2120.918777 1.850613066 PGAM1_HUMAN[20-38] 
LTEQRYVAVKIHQLNKNWR KAFDLTEQRYVAV 36.79 1538.80928 0.566671914 TLK2_HUMAN[478-490] 
LTSVNILLKKQQMLENQME KQQMLENQMEVR 66.66 1532.743896 1.178279036 SPTB2_HUMAN[1421-1432] 
LVDYITTHYKGPRIVLAAA KDLVDYITTHY 53.22 1366.67688 2.659004519 MPPB_HUMAN[224-234] 
LVFPSEIVGKRIRVKLDGS RTLTAVHDAILEDLVFPSEIVG 32.13 2394.27948 2.176437648 RS7_HUMAN[120-141] 
LVHRISGDKKLEEIPKYKD VILAPFDNEQSDLVHRISGDK 48.73 2352.207367 4.049387879 PSD12_HUMAN[274-294] 
LVILLYETALLSSGFSLED LLSSGFSLEDPQTHANRIYR 56.52 2303.165817 2.745785802 HS90A_HUMAN[671-690] 
LVQRLMDILYASEEHEGHT YASEEHEGHTEEPEAEEQAHEQQPPQQEEY 30.4 3564.446106 0.514525945 MARE2_HUMAN[298-327] 
LVVLLFETALLSSGFSLED LLSSGFSLEDPQTHSNRIYR 53.72 2319.160736 -0.397988801 HS90B_HUMAN[663-682] 
LYISEGLHPRIIAEGFEAA KQADLYISEGLHP 47.3 1469.751419 2.5072267 TCPW_HUMAN[104-116] 
MAQLEACVRSIQLDGLVWG KSSILLDVKPWDDETDMAQLEACVR 56.21 2918.415375 6.437054903 EF1D_HUMAN[195-219] 
MDEDELEMLSEARARLANT KPARPDPIDMDEDELEML 41.22 2112.970718 5.7009782 CDC5L_HUMAN[135-152] 
MEKCILKYMKGTSIVVPEP KGTSIVVPEPLHFLLPGK 35.74 1931.12442 6.355882548 UFSP2_HUMAN[183-200] 
METIEASVMKTNHLVTVEG RTIRPMDMETIEASVM 41.16 1878.900146 4.469636142 ODPB_HUMAN[269-284] 
MGIQDQGLKKVIQKVEAFE KRFPDGIPLLDPIDDMGIQDQGLK 37.22 2680.389435 6.531886662 SK2L2_HUMAN[768-791] 
MITEASQTPKEPTKEDVKL KIRDMITEASQTP 31.92 1488.760605 1.389746607 ICT1_HUMAN[153-165] 
MMPKYLNFVKGVVDSDDLP KGVVDSDDLPLNVSRETLQQH 66.8 2349.192459 -1.033120973 ENPL_HUMAN[434-454] 
MPNTLTEAEKLLTQHENIK KLLTQHENIKNEIDNYEEDYQ 33.1 2635.240128 0.627267315 SPTB2_HUMAN[1099-1119] 
MQERFRPAIKYFGDIISVG KYFGDIISVGQRLLQGAR 48.27 2020.12178 3.114663711 ISOC1_HUMAN[131-148] 
MQGDGEEQNKEALQDVEDE KDSTLIMQLLRDNLTLWTSDMQGDGEEQN 80.87 3350.575851 3.67101076 1433E_HUMAN[215-243] 
MRHLSSHAAKLGAQLADLH KLGAQLADLHLDNK 86.75 1534.84671 1.70831392 KT3K_HUMAN[102-115] 
MSSRIDDLEKNIADLMTQA KFQTMSDQIIGRIDDMSSRIDDLE 30.6 2812.337128 6.397881613 HSBP1_HUMAN[26-49] 
MVIVYKDYSKKVTMINAIP KKVTMINAIPVASLDPIKEWLNSCDL 87.63 2954.560898 -1.498361399 SP16H_HUMAN[866-891] 
MVTDDDRRWKAGLYGLPRR KLPESENLQEFWDNLIGGVDMVTDDDRRW 97.78 3476.630676 4.517304673 FAS_HUMAN[12-40] 
NALIARSLGKYGIICMEDL KYGIICMEDLIHEIYTVG 61.37 2153.05368 3.800183932 RL7_HUMAN[181-198] 
NAVEIPSFSKGIINDDEDD KGIINDDEDDEDLMMASGRPRQ 62.29 2504.127121 1.817000408 WDHD1_HUMAN[351-372] 
NEAIYDICRRNLDIERPTY THTTLEHSDCAFMVDNEAIYDICR 81.83 2897.241867 0.771423341 TBA1A_HUMAN[191-214] 
NEKMAALEAKICHQIEYYF KICHQIEYYFGDFNLPRD 75.47 2314.084076 3.801936192 LA_HUMAN[16-33] 
NEYTARQGAKFPIKWTAPE KIADFGLARLIEDNEYTARQGA 34.19 2450.255341 3.110696209 FYN_HUMAN[405-426] 
NFEFVQWFKKFFDANYDGK KFFDANYDGKDYDPVAA 41.1 1934.868652 4.90575936 MARE1_HUMAN[113-129] 
NFGIVEGLMTTVHAITATQ KVIHDNFGIVEGLM 50.15 1570.817749 2.77880741 G3P_HUMAN[162-175] 
NFQEDPIQMSMIIYSCLKE KRNLQDNFQEDPIQM 45.68 1874.89447 2.491873583 STAT1_HUMAN[87-101] 
NGAKSVVLMSHLGRPDGVP SHLGRPDGVPMPDKYSLEPVAVEL 66.77 2605.321014 2.05656039 PGK1_HUMAN[62-85] 
NGSGMIKAGVAGCREPQFI LPVVIDNGSGMIKAG 36.71 1485.786118 2.155761156 ARPM1_HUMAN[6-20] 
NGVTGFIPTKFLSDKVVKR KTRLDNGVTGFIPT 47.86 1517.820206 0.45196394 SPT6H_HUMAN[1229-1242] 
NIIRAGLIPKFVSFLGRTD KQPPIDNIIRAGLIP 33.97 1643.972244 -0.961695069 IMA2_HUMAN[108-122] 
NLDIDNMRHKIRDYSLSGA REMLTADNLDIDNMRH 46.29 1942.898895 2.325905898 PUS7_HUMAN[548-563] 
NLGALVRGLKREDLRRGLV KSLERAEAGDNLGALVRGL 65.04 1968.075195 3.082199306 EFTU_HUMAN[311-329] 
NNELLLFILKQLVAEQVTY KQLVAEQVTYQR 75.56 1461.793961 2.813666023 MCM2_HUMAN[837-848] 
NPPYDKGAFRIEINFPAEY RIEINFPAEYPFKPP 31.28 1816.951172 3.209772552 UB2L3_HUMAN[52-66] 
NRNQQKMEMKVWDPDNPLT KVWDPDNPLTDRQIDQFLVVAR 32.54 2624.371094 4.008198392 MTA2_HUMAN[177-198] 
NSGEHVTWRKYYINVCRPL KYYINVCRPLNPVPGCNRYASACQM 43.89 3030.408463 2.115226405 MPRI_HUMAN[808-832] 
NSGGGGKKPKMEELGLASQ KMEELGLASQPPEGRPCQPQTRAQ 86.09 2707.316986 -1.334531575 RAI1_HUMAN[1500-1523] 
NSTMGYMAAKKHLEINPDH KAQALRDNSTMGYMAA 64.55 1726.813034 1.371312327 HS90A_HUMAN[615-630] 
NSTMGYMMAKKHLEINPDH KAQALRDNSTMGYMMA 49.39 1786.816406 1.352125485 H90B3_HUMAN[480-495] 
NVDLEAATRKGILVMNTPN KLQVVGRAGTGVDNVDLEAATR 66.69 2268.218613 2.469338699 SERA_HUMAN[69-90] 
PADPCALLQRRQAQAVTAA RRQAQAVTAASTCCPQMPLQ 81.2 2273.082718 1.237526456 DDX51_HUMAN[407-426] 
PAELEEKVPKVILERDTQR KVILERDTQRGEPEGGSQDQ 48.63 2241.098541 -0.767034545 MDC1_HUMAN[939-958] 
PAFDELPHYALLKELLIQI KGSRPLLSFDPAFDELPHY 44.41 2188.095291 3.02134922 BXDC2_HUMAN[160-178] 
PAFSDGIRHVMDGSLPTSL KAIQDPAFSDGIRH 52.33 1553.795029 1.669460869 HUWE1_HUMAN[517-530] 
PASQEIERGKSYLRLRPDR KIVYGHLDDPASQEIERG 90.23 2026.011948 2.464941041 ACON_HUMAN[68-85] 
PCGLNRARMSFCVYSILGV KSCDPGLEDPCGLNRARM 43.23 2074.934647 1.679570971 XPO5_HUMAN[704-721] 
PCTLRHTMEKVVRSAATSG KVVRSAATSGAGSTTSGVVSGSLGSREINY 81.27 2897.484283 0.017256349 HUWE1_HUMAN[1840-1869] 
PDENKPMEDKVKEKAKAEH KLSDSLGQRQPDPDENKPMED 42.6 2398.10704 -0.699718558 ICAL_HUMAN[573-593] 
PDFVNDVSEKEQRWGAKTV KASAGHAVSIAQDDAGADDWETDPDFVNDVSE 114.56 3331.438919 1.009773879 SRC8_HUMAN[3-34] 
PECYFNSLPKELEVKRDRM KRMDDPECYFNSLP 30.46 1770.770523 2.664941583 KAT3_HUMAN[330-343] 
PEHRFELALQLGELKIAYQ KQQALTVSTDPEHRFELAL 59.74 2182.138214 3.495653919 COPB2_HUMAN[631-649] 
PEKDPSVLIKTAIRCCKAL KDEAMAIGGHWSPSLDGPDPEKDPSVLI 33.45 2960.422577 6.450430472 CCAR1_HUMAN[494-521] 
PEKLDQIRQRESDITKERI KLGVQVVITDPEKLDQIRQ 70.56 2178.237213 4.683144673 TCPA_HUMAN[247-265] 
PETSVLVLRKPGINVASDW RLSFQHDPETSVLVLR 56.61 1896.021744 0.300629464 GANAB_HUMAN[914-929] 
PEVLADTCWAISYLTDGPN LLHHDDPEVLADTCW 36.2 1819.819946 2.734336444 IMA2_HUMAN[259-273] 
PEVNEQSSSKGMFRKKGGW TRVNPHSLPDPEVNEQSSS 38.27 2091.982117 -0.868076254 POP1_HUMAN[59-77] 
PFKDIILYVKEEMKKNNIP KELQEQMSRGDPFKDIILYV 32.51 2408.240952 3.591833281 BZW1L_HUMAN[118-137] 
PHSGHFVALKSVRVPNGGG KSVRVPNGGGGGGGLPISTVREVALL 54.09 2489.407822 2.490552149 CDK4_HUMAN[35-60] 
PIDVCEIGSKVCARGEIIG KHTGCCGDNDPIDVCEIGS 58.06 2132.856171 3.948226849 IPYR_HUMAN[109-127] 
PIKGGDVRDKWDQYKGVGV KEQGIQDPIKGGDVRD 53.48 1753.895874 0.677349219 CHERP_HUMAN[863-878] 
PISFMQLTAKNEMNCKEDQ KRNVTVQPDDPISFMQLTA 39.35 2159.104492 6.034909403 COPB_HUMAN[660-678] 
PKAALSSFQKVLELEGEKG KVLELEGEKGEWGF 46.92 1619.819504 2.444716828 CSN2_HUMAN[56-69] 
PKNESKQKTKTIRSTLNPQ KTIRSTLNPQWNESFTF 31.35 2068.037781 4.208337043 KPCA_HUMAN[213-229] 
PLIDKEYYRKPVEELTEEE KPVEELTEEEKYVREL 52.18 1990.025833 2.331628024 RT07_HUMAN[53-68] 
PLQSCFINEEKGLISAFTI EKGLISAFTI 32.23 1077.606995 -6.416068225 ATS20_HUMAN[392-401] 
PNDVRPIQARLLALSGPGG KLTGRDPNDVRPIQA 30.24 1678.911453 -0.364521904 PININ_HUMAN[28-42] 
PQQLQLSPLKGLSLVDKEN KGLSLVDKENTPPALSGTRVLAS 64.22 2352.301254 5.029117754 RIR2_HUMAN[23-45] 
PRTFEGIDPKKTTMRDVYK KFLVYVANFDEKDPRTFEGIDP 42.13 2599.295853 2.161739301 GDIB_HUMAN[142-163] 
PSEGLMNVLKKIYEDGDDD KEKPSYDTETDPSEGLMNVL 37.24 2252.051819 3.806750772 CYBP_HUMAN[176-195] 
PSESIDEFNKSSATSGDIW KDTFEHDPSESIDEFN 41.14 1908.801361 4.224116854 BCLF1_HUMAN[188-203] 
PSGTFVQCDARAIGSASEG KGPQLFHMDPSGTFVQCD 50.21 2062.924118 4.045713522 PSA5_HUMAN[149-166] 
PSLLEDPRIKAIAAKHNKT KGIVVTAYSPLGSPDRPWAKPEDPSLLEDPRI 34.21 3502.845993 3.722116252 ALDR_HUMAN[203-234] 
PSYIPDRVRKAGQVIRIIC KQLICDPSYIPDRVR 33.76 1858.972336 2.084485027 GDIA_HUMAN[278-292] 
PSYVKDRVEKVGQVIRVIC KQLICDPSYVKDRVE 65.1 1848.940369 -1.69664747 GDIB_HUMAN[278-292] 
PVEPHGEMKFQWDLNAWTK KMIVDPVEPHGEMK 40.77 1608.800369 -0.377921345 TIF1B_HUMAN[377-390] 
PVKFHEAWQKLCKADGILV KITETEDPVKFHEAWQ 42.78 1956.95813 2.72463673 PYRG2_HUMAN[344-359] 
PVNERMLNMIRQISRPSAA IRQISRPSAAGINL 41.61 1494.863022 3.371546373 DHX9_HUMAN[1135-1148] 
QEFYIPYRPKDFDSERGLS KDFDSERGLSISGEGGAFEQQAAGAVLDLMGDEAQNLTRGRQQL 59.9 4664.252487 -7.715491411 DDX54_HUMAN[687-730] 
QELQSANASVDDSRLEELK KIHVSDQELQSANAS 60.81 1625.800888 1.867387343 UBA1_HUMAN[806-820] 
QIQQVVNHGLVPFLVSVLS KEATWTMSNITAGRQDQIQQVVNHG 46.04 2811.372223 3.382334051 IMA2_HUMAN[353-377] 
QKEVDTSEKKLLERLPEVE KLLERLPEVEVPQHL 48.85 1799.030487 3.187828134 NUCB1_HUMAN[447-461] 
QLAEEARAFNRIYVASVHQ KVGRPSNIGQAQPIIDQLAEEARAF 71.46 2707.440521 5.315721579 PUF60_HUMAN[201-225] 
QLFDIPKERKNAEYKRYLE KLDYITYLSIFDQLFDIPKER 52.32 2616.383911 2.526769857 SF3A3_HUMAN[157-177] 
QLRHLGNAIKQVTMKKDYQ KELQLIPDQLRHLGNAI 44.84 1957.110855 3.657943024 NUP88_HUMAN[663-679] 
QLSNPELLFKDWSNDVRAE KDWSNDVRAELA 51.33 1402.684067 -0.360024051 PRKDC_HUMAN[3586-3597] 
QMISVNVCIKVAHGALSDG KVAHGALSDGAIDAVETQ 33.35 1780.895538 1.749681513 MCM3A_HUMAN[1430-1447] 
QNAQGQGPEKVKKTTQVKD KEHVPVTPQCTLSDQNAQGQGPE 96.96 2519.171082 2.671116721 PTN13_HUMAN[1458-1480] 
QNCKLAKEKKLLEDRIAEF KLLEDRIAEFTTNLTEEEEKS 87.31 2494.24382 1.752835855 MYH9_HUMAN[995-1015] 
QNILLGTTYRIIANALSSE RIIANALSSEPACLAEIEEDKAR 51.21 2555.30127 2.203654053 PRKDC_HUMAN[3335-3357] 
QNSKFIKEKKLMEDRIAEC KLMEDRIAECSSQLAEEEEKA 76.06 2465.141327 1.653049241 MYH10_HUMAN[1002-1022] 
QNTVETLQRMHTTFEHDIQ KLPEELGRDQNTVETLQR 34.62 2125.112717 -0.70396266 SPTB2_HUMAN[1827-1844] 
QQIGEKIFASIAPSIYGHE SIAPSIYGHEDIKRGLAL 98.72 1939.052673 1.593045946 MCM2_HUMAN[480-497] 
QRGPTYVNMTVGSFVCTSC KCFDCDQRGPTYVNM 38.36 1889.785889 2.377518017 NUPL_HUMAN[28-42] 
QSDQSVLIQKQIFKIFYAL KDRFIQLLSDQSDQSVLIQ 47.78 2232.175003 6.298341295 IPO7_HUMAN[182-200] 
QSVRIWRMNKAGQVMCVAQ KAGQVMCVAQGSGHTHSVGTVCC 72.49 2430.066147 3.964912647 TBL3_HUMAN[293-315] 
QTKTELEKKTNAVKELEKL ILDQTKTELEKK 31.4 1444.813675 1.195309838 CCD18_HUMAN[907-918] 
QTNVSAAAQRRKMCLFAGF KRNFILDQTNVSAAAQ 52.39 1774.932571 3.657040333 HNRPU_HUMAN[573-588] 
QVLKTRLEEKVEHLEEGPM KVEHLEEGPMIEQLS 31.32 1737.860703 1.536947119 RT32_HUMAN[99-113] 
QVQKSSKLYRRLSEVLGLN RRLSEVLGLNDETMVL 38.92 1843.982559 2.821610202 XPO7_HUMAN[574-589] 
RANRFEYLLKQTELFAHFI KQTELFAHFIQPAAQ 39.83 1727.89949 3.330054805 SMCA5_HUMAN[97-111] 
RAQAELNALKRTEEDLKKG KEEMDRAQAELNAL 46.38 1616.782761 1.845022146 TS101_HUMAN[243-256] 
RARPPSGSSKATDLGGTSQ KFTYLGSQDRARPPSGSS 34.71 1952.970428 -0.816704635 ZCCHV_HUMAN[296-313] 
RASLQYRGLKAPPAPLAAS KAPPAPLAASEVTNSNSAERR 59.62 2165.118835 0.229548601 MAN1_HUMAN[171-191] 
RCSEGSFLLTTFPRPVTVE KALDRCSEGSFLL 40.39 1494.750046 2.399063315 NONO_HUMAN[203-215] 
RDLGDEYGWKQVHGDVFRP KEEEMDDMDRDLGDEYGW 44.84 2231.862305 -0.511680312 TM9S3_HUMAN[257-274] 
RDRDFRRQLSIDTRPFRPA SIDTRPFRPASEGNPSDDPEPLPAH 45.25 2701.273209 3.343978673 UBR5_HUMAN[2369-2393] 
REASIDILHSIVKRDIQEN SIVKRDIQENDEEAVQV 63.65 1970.990875 2.38813891 PSD11_HUMAN[29-45] 
REIQLEISGKERLEDLNFP KERLEDLNFPEI 37.09 1501.777618 3.539805053 NOC2L_HUMAN[637-648] 
REVAAAVRASVAAQQQEEA SVAAQQQEEARRSEDQEEGGRP 39.28 2456.127579 -1.391214377 ZN598_HUMAN[352-373] 
RGLLNGASQKAEVIMNYHV KALWDRGLLNGASQ 76.74 1527.81575 2.488519967 SF3B3_HUMAN[1074-1087] 
RHRATGAALTPTEERRTSF SDRHRATGAAL 32.71 1153.5952 -1.912282575 MYO9B_HUMAN[1335-1345] 
RIDGITIQARQFQDAGHFD RQFQDAGHFDAENI 43.75 1646.743729 1.787163326 SPTA2_HUMAN[742-755] 
RIQFACSVCKFRSFDDEEI KFRSFDDEEIQ 40.94 1412.657196 -0.171308369 AKAP8_HUMAN[396-406] 
RKEDVKKKLKKAFCEPGNV KKAFCEPGNVENNGVLSFI 57.62 2122.051712 4.553140692 SYYC_HUMAN[246-264] 
RLDLARKELKRMQDLDEDA KRMQDLDEDATLTQLATAWVSLATGGE 62.4 2919.428391 -5.257193513 COPE_HUMAN[170-196] 
RLEFWCTDVKSMEMLVEHQ KSMEMLVEHQAHDILT 48.48 1880.91243 0.72517996 PSD13_HUMAN[361-376] 
RLNQTLKKGKVKSIDLPIQ KVKSIDLPIQSSLC 31.92 1586.870163 2.414186169 HS74L_HUMAN[576-589] 
RNALQHCYWKYLIVDEGHR KYLIVDEGHRI 30.53 1341.740463 1.348248823 HELLS_HUMAN[349-359] 
RNALSSLWGKLASEILMQN RVLVPATDRNALSSLWG 62.47 1854.011169 2.52048104 EIF3E_HUMAN[155-171] 
RNIKEAREKLEMEMEAARH LEMEMEAARHEHQVML 37.67 1952.890625 -0.329255511 NONO_HUMAN[296-311] 
RNRELAILLGMLDPAEKDE KLPFPIIDDRNRELAILL 42.1 2135.246613 3.197757092 PRDX6_HUMAN[97-114] 
RQGEAEFNRIMSLVDPNHS KACLISLGYDVENDRQGEAEFNR 69.83 2683.265991 2.851003227 ACTN4_HUMAN[791-813] 
RRLNVWDLSKIGEEQSPED KDEIFQVQWSPHNETILASSGTDRRLNVWDLS 51.87 3740.854675 1.293287342 RBBP4_HUMAN[317-348] 
RSCYDLSCHARATKVPLVA KTSYGWIEIVGCADRSCYDLSCH 56.61 2776.204361 2.067571134 SYG_HUMAN[450-472] 
RSSKKARPPKESAPSSGPP KESAPSSGPPPKPPVSSGSGSSSSSSSCSSR 51.08 2948.341766 -0.272356485 SFR19_HUMAN[799-829] 
RVAQKKASFLRAQERAAES LRAQERAAES 35.32 1129.583939 -0.262043386 RL5_HUMAN[288-297] 
RVNVTGIYRAVPIRVNPRV KVQPGDRVNVTGIYR 35.9 1700.932205 1.079996013 MCM4_HUMAN[381-395] 
RVSTYDCGEKISSWLSTFF SRVCADRVSTYDCGE 35.81 1773.741043 -1.477104006 MOCOS_HUMAN[674-688] 
RVYEIGRQFRNEGIDLTHN KMLVVGGIDRVYEIGRQF 50.49 2079.129913 3.434609812 SYK_HUMAN[305-322] 
SAKASRARTKAGDLRDTGI KAGDLRDTGIFLDLMHL 65.61 1914.003311 1.318179538 KU70_HUMAN[189-205] 
SAQCAAIAERLMHLTSEEL KQGELIRDSAQCAAIAE 43.99 1858.92067 4.246550231 NUDC1_HUMAN[365-381] 
SASCFQVVSLMKSLAQGGR LMKSLAQGGRTI 31.14 1273.717621 1.980030706 ABCG4_HUMAN[242-253] 
SCGDLMFLMKWKDTDEADL KWKDTDEADLVLA 31.66 1502.761658 2.378287988 CBX5_HUMAN[141-153] 
SDEADLVLAKEANMKCPQI KWKDSDEADLVLA 52.55 1488.746002 1.847192198 CBX3_HUMAN[141-153] 
SDKLQEKSWKSSCNEGESS KSSCNEGESSSTSYMHQRSPGGPT 61.92 2570.076172 -0.205830475 MGAP_HUMAN[1310-1333] 
SEEEIREAFRVFDKDGNGY KDTDSEEEIREAF 61.6 1567.700165 3.348216781 CALM_HUMAN[78-90] 
SFETQRTPRKSNLDEEVNV KTLQTDSIDSFETQRTPR 37.64 2122.06546 -0.35248677 RB_HUMAN[341-358] 
SGHTLRGLFIIDDKGILRQ KDYGVYLEDSGHTLRGLF 102.59 2069.021805 1.777168317 PRDX4_HUMAN[186-203] 
SGIESLRSLRSLPESTSAP RSLPESTSAPASGPSDGSPQPCTHPPGPVKEPQE 48.55 3480.621582 1.24632911 IKBE_HUMAN[166-199] 
SGVPVEETKKQKLSECSLT KRGALVVEDNDSGVPVEETK 78.12 2141.09642 -0.213909096 PUS7_HUMAN[12-31] 
SHNVNTRCQKICDQWDALG KICDQWDALGSLTHS 45.45 1729.809372 2.919396832 ACTN4_HUMAN[497-511] 
SHQNFALFFQLVDVNTGAE QLVDVNTGAELTPHQTFVRLHNQ 41.04 2616.340866 2.464128464 RPN2_HUMAN[419-441] 
SILADEAFFSVNSSSESLN KDYVDLFRHLLSSDQMMDSILADEAFF 51.56 3205.51001 4.2342716 PRKDC_HUMAN[525-551] 
SKEYVAAQLRQLPAQPPEH RQLPAQPPEHAVDGEGF 46.05 1846.89621 0.397423524 SAFB2_HUMAN[171-187] 
SLRSTSSPAKRPRLKCLLH KTLLDSLRSTSSPA 42.2 1474.799103 1.945349705 RRP12_HUMAN[819-832] 
SLTPANEDQKIGIEIIKRT KIGIEIIKRTL 48.86 1282.833618 -0.213589663 CH60_HUMAN[462-472] 
SLVDIIGICKSYEDATKIT KSKDSLVDIIGIC 51.43 1446.775208 2.553264653 RFA1_HUMAN[311-323] 
SNLYRIGQSKVFFRAGVLA KALELDSNLYRIGQS 34.49 1705.899857 0.583269877 MYH9_HUMAN[745-759] 
SNNNPERFLRENPYYDSRV KIYIDSNNNPERFL 53.33 1721.873642 0.487840675 CLH1_HUMAN[881-894] 
SNRSIATLAITTLLKTGSE KHPSAVTACNLDLENLVTDSNRSIATLA 51.57 3009.518921 2.053816627 COPG_HUMAN[317-344] 
SPKCYKLTDKTVIGCSGFH KTVIGCSGFHGDCLTLT 30.38 1864.881195 1.703593778 PSB1_HUMAN[77-93] 
SPPRPQPAFKYQFVREPED KYQFVREPEDEEEEEEEEEEDEDEDLEELEVLER 33.4 4313.814194 -0.575360896 RTN4_HUMAN[24-57] 
SQLVAGVAFKKTFSYAGFE KKTFSYAGFEMQP 36.18 1532.733337 2.25414292 TCPH_HUMAN[217-229] 
SQRLGKAGCPPEPSLQMAN PPEPSLQMANTNFL 34.42 1557.74971 4.507784502 CXXC4_HUMAN[16-29] 
SQSSIRTEAKEASGETTGV KNLQEGNEVDSQSSIRTEA 57.61 2104.00322 0.248573764 ZC11A_HUMAN[521-539] 
SRELVEGEMKELPEQLQEH KELPEQLQEHAIED 36.76 1677.820938 2.739267282 SAFB1_HUMAN[172-185] 
SSDDRYVMTKHATIYPTEE KHATIYPTEEELQAVQ 46.1 1855.931564 3.447325389 ZFR_HUMAN[730-745] 
SSGELMFLMKWKDSDEADL KWKDSDEADLVLA 52.55 1488.746002 1.847192198 CBX3_HUMAN[141-153] 
SSGPERILSISADIETIGE KALRTDYNASVSVPDSSGPERILS 46.4 2561.308517 1.157611424 HNRPK_HUMAN[66-89] 
SSHVSLVQLTLRSEGFDTY TLRSEGFDTYRCD 35.04 1618.704575 4.892183615 PCNA_HUMAN[51-63] 
SSSMREDLFKQYIEKIAKN KAVDSSSMREDLF 32.14 1483.697678 2.093418387 TCRG1_HUMAN[828-840] 
STPYRQWYESHYALPLGRK KNCIVLIDSTPYRQWYE 93.89 2184.067352 3.745305745 RS8_HUMAN[98-114] 
STTRMVLPRKPVAGALDVS KGILEQGWQADSTTRMVLPR 58.6 2285.195023 3.527051266 CSN8_HUMAN[146-165] 
SVDKVADGFKVVARSGNIV KVVARSGNIVAGIANESK 76.53 1812.021713 1.003851106 GUAA_HUMAN[165-182] 
SVEQSFVGLKQLISCRNWR KRQVLNADSVEQSFVGL 50.33 1889.000671 0.536262382 TTC15_HUMAN[368-384] 
SVRSGPFGQIFRPDNFVFG KYVPRAILVDLEPGTMDSVRSGPFGQ 58.48 2831.464005 4.205245053 TBB2A_HUMAN[58-83] 
TADQVIASFKVLAGDKNFI KVLAGDKNFITAEELR 45.82 1802.989014 0.381033936 ACTN4_HUMAN[853-868] 
TALETALNAKAYKRSKRQS MRRDTALETALNA 36.57 1460.740524 2.457657565 SMCA4_HUMAN[424-436] 
TANDGFVRLRGLPFGCSKE KHTGPNSPDTANDGFVRL 93.24 1924.939148 1.856682069 HNRH1_HUMAN[98-115] 
TDEADLVLAKEANVKCPQI KWKDTDEADLVLA 31.66 1502.761658 2.378287988 CBX5_HUMAN[141-153] 
TDKESIAESKSPEMSMQED KMAEELKPMDTDKESIAES 58.61 2151.007477 0.313806441 NCOAT_HUMAN[491-509] 
TDTDEYKEAKASINPVTGR KASINPVTGRVEEKPPNPMEGMTEEQ 69.68 2867.379303 2.464968619 RIC8A_HUMAN[449-474] 
TERLIGDAAKNQVAMNPQN KVEIIANDQGNRTTPSYVAFTDTERLIGDAA 78.35 3364.689896 7.167079507 HS71L_HUMAN[27-57] 
TEVEETQEEKIKLECEQIP KTATDSDERIDDEIDTEVEETQEE 32.96 2796.194458 5.41986626 ZC3H8_HUMAN[17-40] 
TFARAKNWVKELQRQASPN KELQRQASPNIVIALAGN 38.72 1921.074463 7.865910609 RAB5C_HUMAN[117-134] 
TFEDAVNILKPSTIIGVAG KPSTIIGVAGAGRLFTPDVIRA 54.71 2238.284836 2.795444038 MAOM_HUMAN[385-406] 
TGISSKAMGIMNSFVNDIF IMNSFVNDIFERIAGEASRLAHYN 56.65 2766.354736 2.940692997 H2B1B_HUMAN[62-85] 
TGPLLQFDYKAVADRLLEM KDGLSDERGRDDCGTFEDTGPLLQFDY 47.92 3105.362198 2.281215378 RRP1B_HUMAN[274-300] 
THGVGHDPAKEFTNHWWNE KEFTNHWWNELFN 32.74 1763.805588 4.873552992 GPTC4_HUMAN[58-70] 
TIDERAINKKKLTPFIIQE KMINLSVPDTIDERAINK 44.91 2056.098633 -1.444483233 PLST_HUMAN[165-182] 
TIGISQPQWRELSDLESAR KFSRLLDTIGISQPQW 71.78 1888.020676 2.483023655 PYR1_HUMAN[1050-1065] 
TIGQDLVAMCVNDILAQGA KHDTIGQDLVAM 42.82 1326.660187 2.7188575 PUR2_HUMAN[508-519] 
TIQIDLETGKITDFIKFDT KITDFIKFDTGNLC 51.09 1670.833801 3.747230871 RS4X_HUMAN[168-181] 
TIYHLQPSGRFVIGGPQGD RFVIGGPQGDAGLTGR 47.12 1599.84816 1.338877059 METK2_HUMAN[249-264] 
TKEDVFVHQTAIKKNNPRK INRNDTKEDVFVHQ 33.22 1713.843445 -1.209562055 DBPA_HUMAN[107-120] 
TKLDGPILQILFMNNAISK KLNILTRPSGILVNDTKLDGPILQ 35.38 2617.516663 2.781262142 ZCHC8_HUMAN[73-96] 
TLCTNMLSDKEQLRDISSI KEQLRDISSIGL 46.04 1357.7565 1.755837663 CAND1_HUMAN[99-110] 
TLMEYLENPKKYIPGTKMI KNKGIIWGEDTLMEYLENP 58.42 2249.103775 6.984559883 CYC_HUMAN[54-72] 
TNQEERDKGKTVEVGRAYF KTVEVGRAYFETE 45.69 1527.756912 1.532966391 ERF3A_HUMAN[138-150] 
TPLALDANKKKRAPVPVRG KLFPDTPLALDANK 39.94 1541.845322 2.050789372 ILF3_HUMAN[587-600] 
TQKAKQFLPFLQRAGRSEA FLQRAGRSEAVVEYVFSGSRL 43.56 2370.244415 0.923111552 SND1_HUMAN[520-540] 
TQPAGHVRSQSIVSSVFSE KSGSSSSSIPESQSNHSNQSDSGVSDTQPAGHVRS 51.99 3527.574509 -1.688695727 RAPH1_HUMAN[587-621] 
TQSGFSINSQVFAADGAST QVFAADGASTETSASGTSQGEASTPEESRDGKKD 37.78 3400.513855 0.430817242 HUWE1_HUMAN[2012-2045] 
TQVVVFKHEKEDGAISTIV KEDGAISTIVLRGSTDNLMDDIERAVDDGVNTF 33.32 3565.720627 3.997789365 TCPQ_HUMAN[367-399] 
TRQTSHLQARSLSEINKPN KQIVGTPVNSEDSDTRQTSHLQA 31.76 2510.236115 0.118713932 TDIF2_HUMAN[227-249] 
TRTVMEEMRALVSQCNLYM KALCDNVDTRTVMEEMR 37.79 2066.954712 0.576693816 SYCC_HUMAN[503-519] 
TSDPLQQICKILNAHMDSL KILNAHMDSLQWIDQNSALLQR 104.3 2593.343445 2.320942107 NUP62_HUMAN[476-497] 
TSFRWVESLKGILADEDSS KGILADEDSSRPVWL 49.62 1684.878418 2.738476528 FAS_HUMAN[1429-1443] 
TSNFDDYEEEEIRVSINEK EEIRVSINEK 32.67 1215.645874 4.81143409 KAPCA_HUMAN[334-343] 
TSRSIIRNVKGPVREGDVL KGPVREGDVLTLLESERE 56.4 2026.069458 0.732946244 RS28_HUMAN[47-64] 
TTIPSTELAKQVIEYARQL KRGWVLGPNNYYSFASQQQKPEDTTIPSTELA 66.39 3624.784851 3.255917381 PSMD8_HUMAN[212-243] 
TTVPRRLGPKRASRIRKLF KDIPGLTDTTVPRRLGP 43.74 1835.026505 2.369993015 RS6_HUMAN[119-135] 
TVLPHLYNETKVRKELIRE KPSLIRDLLDTVLPHLYNE 32.93 2235.226288 5.29879237 CAND1_HUMAN[1037-1055] 
TVQTYNQLLKPTLSEIELF KPTLSEIELFRVF 59.89 1577.881714 4.3919642 U520_HUMAN[1006-1018] 
TVTGLLERCKAEPSFYPRN KQTPDFHTVIGDTVTGLLERC 90.68 2386.195129 6.048541389 NOL11_HUMAN[424-444] 
TYGQALANILTALQMGINV DTYGQALANI 45.78 1064.513824 -4.915859129 HMGC2_HUMAN[281-290] 
TYLGKYWAIKLATNAAVTV KLATNAAVTVLR 53.39 1255.7612 3.027645702 TCPQ_HUMAN[509-520] 
VADLRRLRYKGIRPAPGYP KGIRPAPGYPSQPDHTE 36.49 1848.91185 -4.666528585 METH_HUMAN[1169-1185] 
VAGKPNEVTKAAESPDQKD KAAESPDQKDTEGGPKEEESPV 49.77 2327.076447 -0.422848163 MOT1_HUMAN[479-500] 
VALASHILTALREKQAPEL KAAFGEEVDAVDTGISRETSSDVALASHILT 37.94 3188.58371 7.596789736 DFFA_HUMAN[213-243] 
VCHDVEKDEKLIRLMEEIM KLIRLMEEIMSE 40.31 1490.783615 1.669591733 DDX5_HUMAN[328-339] 
VEDEDTEEAKTLIVEPHVI KTLIVEPHVIPNRGPYPYNQP 46.16 2431.301193 3.504296393 AQR_HUMAN[775-795] 
VEDMFSRFGRIINSRVLVD KDVEDMFSRFG 69.46 1329.602341 2.971565165 ELAV1_HUMAN[120-130] 
VEKSFDKLLKDLPELALDT KDLPELALDTPRAPQLVGQFIAR 62.07 2547.417282 3.58362961 PDCD4_HUMAN[245-267] 
VFAPEFRRPKNIHLRNFYI KMLVDVFAPEFRRP 40.77 1703.918121 2.24130488 K1033_HUMAN[992-1005] 
VFCGSQMHFVRSDELREAW KLPDAYERLILDVFCGSQMHF 50.5 2538.239929 4.142240408 G6PD_HUMAN[432-452] 
VFETRRAEAKKWQNTPRVT KMFLGDAVDVFETRRAEA 33.4 2054.025497 0.965908166 NUPL1_HUMAN[422-439] 
VFHAYLSLLKQTRPVQSWL KQTRPVQSWLCDPDAMEQGETPLTMLQ 57.46 3158.48349 7.861684279 CAND1_HUMAN[403-429] 
VFTEEPPRDRALVDHENVI RALVDHENVISCPHLGAST 59.43 2075.02182 1.886245225 SERA_HUMAN[270-288] 
VFVHQTAIKKNNPRKYLRS NDTKEDVFVHQTAIK 80.07 1743.879166 -1.635434413 DBPA_HUMAN[110-124] 
VGFGMLKSVKEYVDPNNIF KEYVDPNNIFGNRNLL 53.91 1904.974426 3.541254889 ADAS_HUMAN[643-658] 
VGSDEEEEKKDGDKKKKKK KESEDKPEIEDVGSDEEEEK 85.82 2320.007736 0.174568383 HS90A_HUMAN[250-269] 
VIATANLSRRAIADMLRAC KAVAAGNSCRQEDVIATANLSR 77.05 2330.176056 1.698154948 TLN1_HUMAN[2188-2209] 
VIQHETIGKKFEKRHIEIF KIQPGSQQADFLDALIVSMDVIQHETIGK 76.91 3180.648895 4.312956398 KU86_HUMAN[97-125] 
VIRKTEQITKNIQELLRAA KNIQELLRAAQEN 30.59 1525.821198 2.36331754 GIT2_HUMAN[652-664] 
VKVDTEDIEKKPESFFTQF KKPESFFTQFDAVCL 41.57 1815.886566 3.698468905 SAE1_HUMAN[117-131] 
VLATLLNNLKVQERQNRVC KAIGPHDVLATLLNNL 44.97 1687.962082 4.29630504 SF3B1_HUMAN[1086-1101] 
VLLSNEEDRKVGKLFEDTK KCGQEEHDVLLSNEEDR 52.64 2056.911972 -0.54985338 TES_HUMAN[45-61] 
VLQEARRKYKTIESETVRT KTIESETVRTSEVLR 30.11 1746.947556 -0.459086478 TIM44_HUMAN[105-119] 
VMLGDYRGNKVAVKCIKND KGEFGDVMLGDYRGN 53.63 1656.756607 -0.098385001 CSK_HUMAN[203-217] 
VMRMLVDLAKSRGVEAARE KNLVTEDVMRMLVDLA 62.13 1845.969223 1.91281629 G6PI_HUMAN[57-72] 
VPAPSTSADKVESLDVDSE KVESLDVDSEAK 66.21 1318.661606 -1.677458409 NASP_HUMAN[33-44] 
VPELWYEDEKHSLNSSSAS KHSLNSSSASTTEPDFQ 76.89 1834.833328 0.275774367 LPPRC_HUMAN[1020-1036] 
VPHGHITSLAVKRSHRRLG KMEEDPDDVPHGHITSL 34.9 1918.873093 2.787052473 ARD1A_HUMAN[59-75] 
VPLDHRVHARIIGARGKAI IVGELEQMVSEDVPLDHRVHA 68.77 2372.179443 2.865719126 VIGLN_HUMAN[1120-1140] 
VPVGEELLGRVVDALGNAI KRTGAIVDVPVGEELLG 40.33 1751.978149 2.285987415 ATPA_HUMAN[132-148] 
VQKLRKKEPKTLLPHDPTA KTLLPHDPTADVFVTPAEEKPIEIQWVKPEP 85.75 3523.86026 3.496733437 BXDC2_HUMAN[295-325] 
VQMLQDAISKMDPTDAKYH KCFDVKDVQMLQDAIS 53.47 1895.912125 3.516513193 CDC37_HUMAN[307-322] 
VQNFVSFISKDSIQKSLQM RLVTQRDADVQNFVSFIS 50.41 2094.085815 1.618367297 D3D2_HUMAN[265-282] 
VQQQQHLFETRALDTLKGD TRALDTLKGDEEAGAEA 32.98 1745.84314 -1.84266268 XIRP1_HUMAN[351-367] 
VQRLQASLTKLRENSASQI KLRENSASQISQLEQQLSA 69.05 2129.107605 1.792769887 CASP_HUMAN[326-344] 
VQRVKILFNKKENALVQMA KKENALVQMADGNQAQL 83.43 1856.941406 0.11739735 PTBP1_HUMAN[373-389] 
VRKANLKEKKERNQNEALL KERNQNEALLQAI 39.41 1525.821198 1.084006437 TTC4_HUMAN[214-226] 
VRLMFSNCYKYNPPDHEVV KYNPPDHEVVAMAR 52.06 1625.798386 1.331653432 BRD3_HUMAN[389-402] 
VSFHPCIRFKRWESERVLS KLSGMPDLSLSFMNPRLLDDVSFHPCIRF 58.25 3391.687943 3.163321679 AP3M1_HUMAN[211-239] 
VSGTMNRGKFLEMCNDLLA KLMSANASDLPLSIECFMNDVDVSGTMNRGK 67.18 3399.593094 6.9855419 HSP74_HUMAN[275-305] 
VSKPDLTAALRDVRQQYES LRDVRQQYESVAA 34.92 1533.789932 -0.741952973 VIME_HUMAN[269-281] 
VTGLRESEEKLKQQQQESA KYTDLNSNDVTGLRESEE 110.48 2068.95488 1.204472859 FL2D_HUMAN[43-60] 
VTHPRMRRYIKNPRIVLLD IKNPRIVLLDSSLEY 32.9 1758.987946 2.60149594 TCPG_HUMAN[233-247] 
VVDSCSMLYRLQMEGVSVG RLQMEGVSVGQRWQDVLPVAR 57.1 2423.285583 2.074868945 TTC38_HUMAN[301-321] 
VVKDVAWVKKDSLSCLLLS IVGHTDVVKDVAWVK 66.45 1664.925018 -0.291905038 WDR12_HUMAN[136-150] 
VVTEPQVAEKNEANGRETT KGHEENGDVVTEPQVAE 59.19 1836.848984 -0.142635569 ABCF2_HUMAN[25-41] 
VVTLLRDAIKRREEFDLDV KATDCVGHDVVTLLRDAI 98.19 1982.025528 5.769855049 HXK1_HUMAN[624-641] 
VVVKEDEEYKRVDFSKVPK KGQPDVVVKEDEEY 62.57 1633.783524 1.877849761 THIL_HUMAN[243-256] 
VVVWDPEATKTISASTQVQ KGRIIPGADADVVVWDPEAT 63.8 2108.090225 4.727976005 DPYL5_HUMAN[391-410] 
VYRVLGGLGKDAPSLEEVE KDAPSLEEVEGHVADGSATEMGTTK 30.81 2558.180618 1.623419383 CND2_HUMAN[185-209] 
VYVPNTTYRNLLYIYPQSL TREILEFPARDVYVPNTTYR 39.54 2439.254639 2.10843096 DOCK7_HUMAN[542-561] 
WEGRWNHVKKFLERSGPFT KFLERSGPFTHPDFEPSTESLQF 37.76 2695.29184 0.991358324 UBA3_HUMAN[43-65] 
WELMNDIKPIWQRPSKEVE KTVWDWELMNDIKP 61.07 1773.875977 2.738071919 ENPL_HUMAN[328-341] 
WFAENYMGRKTKVGLPPLE KAMDSDWFAENYMGR 112.06 1819.765762 4.138994236 ECHB_HUMAN[391-405] 
WIPAGSSGSKFLALLVNLA RLAHACGSDWIPAGSSGS 62.31 1827.83223 2.080059612 NCDN_HUMAN[287-304] 
WKNFEQKMLKKGGSWIQEI KKGGSWIQEINVAE 32.22 1557.815079 2.32697709 PRKDC_HUMAN[4022-4035] 
WLMGERGNQKGKVPITYLE KGKVPITYLELLN 30.98 1486.875885 3.07961145 SHLB1_HUMAN[353-365] 
WTDTNYYSEKGFPKSCCKL KIQNTLHCCGVTDYRDWTDTNYYSE 54.23 3138.344757 3.847569638 TSN6_HUMAN[146-170] 
WTSLSSSSIKSGSSSSSIP KSGSSSSSIPESQSNHSNQSDSGVSDTQPAGHVRSQ 58.73 3655.633087 -2.56234687 RAPH1_HUMAN[587-622] 
WVLNEFRSGKAPILIATDV KAPILIATDVASRGLDVEDVKF 72.69 2356.300201 3.705385246 DDX17_HUMAN[389-410] 
YALEKEKVKKFLQEFYQDD KFLQEFYQDDELGK 58.2 1758.846451 3.030963844 MCM7_HUMAN[15-28] 
YDFPSLILQKTESISKTNR KKGIDYDFPSLILQ 33.77 1635.887192 3.722750584 MK67I_HUMAN[178-191] 
YFEYFGPDFKLHISPSNMT KLHISPSNMTNQNTNEYLE 56.87 2232.04805 3.12358867 HDAC1_HUMAN[342-360] 
YHNPAGFNCKDETEFRNFI KLTALDYHNPAGFNC 85.79 1719.803879 1.51935929 CN166_HUMAN[5-19] 
YIHTAACLHSLALEEPTVI KNVADDYIHTAACLH 120.42 1726.809692 0.198053093 SNX5_HUMAN[238-252] 
YLEVKPTDEKLRELKGAKL IKEQRGEPETFLPLDYLEVKPTDE 31.64 2845.438522 5.246994403 SMC1A_HUMAN[560-583] 
YLFDIAVSMKKVGLDPSQL KKVGLDPSQLPVGENGIV 30.15 1849.030914 0.826378828 APIP_HUMAN[225-242] 
YLKLVRIYTKPKGQLPDYT KPKGQLPDYTSPVVLPYSRTTVEDFCM 45.4 3127.535858 6.377225044 DRG1_HUMAN[297-323] 
YLNAESRVNRRQMPDNRVQ KFEDYLNAESRVN 32.5 1583.75795 -0.256352304 SEPT7_HUMAN[137-149] 
YNLDKLLTCKDDAEAVTAL LDYNLDKLLTC 34.94 1366.680237 9.669416183 TBC8B_HUMAN[686-696] 
YPLASKDAKKQLLCGAAIG KQLLCGAAIGTHEDDKY 82.27 1917.925446 -1.111617766 IMDH2_HUMAN[242-258] 
YSTGSCEPIRLQVPVEAVN RLQVPVEAVNMSLG 40.31 1511.812988 -1.492248061 ITAM_HUMAN[77-90] 
YTKAWEEYYKKIGQQPQQP KKIGQQPQQPGAPPQQDYT 51.6 2108.065063 -1.864743204 FUBP2_HUMAN[627-645] 
YVEGLRVFDKEGNGTVMGA KDQGTYEDYVEGLRVFD 57.44 2032.937805 6.31942599 MYL6_HUMAN[81-97] 
YVERGQEHVKTALENQKKA KNILSSADYVERGQEHV 48.22 1943.970078 2.064846597 STX4_HUMAN[243-259] 
YVKDLSQLTKLHSFLGDDV KIGEDYVKDLSQLT 40.64 1607.840637 3.510920094 PYGL_HUMAN[507-520] 
YVVTGAWSAKAAEEAKKFG KAGRCADYVVTGAWSA 53.68 1710.814789 0.856317124 SERC_HUMAN[94-109] 
AAAREEILANGGSLSHHHG TEAAAREEILA 36.56 1172.603668 9.01753959 ADAS_HUMAN[598-608] 
AADLPTKPTKISKFGFAIG KRSAEEEAADLPTKPT 78.5 1741.884598 -0.622314476 PCNP_HUMAN[51-66] 
AADSGEPQNKRTPDLPEEE KRTPDLPEEEYV 32.89 1474.730347 2.213964069 TE2IP_HUMAN[228-239] 
AAEDIAYQLSRSRNITYLP SRSRNITYLPAGQSVLLQLPQ 61.65 2340.291351 1.692097011 PHB_HUMAN[252-272] 
AAEGDGDKKGNAEGSSDEE KSCVEEPEPEPEAAEGDGDKK 41.77 2300.011398 -0.729126821 HDGF_HUMAN[106-126] 
AAENSLVAYKAASDIAMTE KAASDIAMTELPPTHPIRLGLAL 76.99 2414.33551 3.243956761 1433E_HUMAN[153-175] 
AAESGSPETKKPTFMDEEV KKPTFMDEEVQSILT 57.84 1764.896774 2.310616723 RT22_HUMAN[66-80] 
AAGFTAQVIILNHPGQISA ILNHPGQISAGYAPVLDCHTAHIAC 37.49 2714.305725 0.433259964 EF1A1_HUMAN[346-370] 
AAGRGLQPLKLDYRALAAV KLDYRALAAVPSAGSVQRVPSGAAGG 46.74 2497.340103 1.982108882 LAP4_HUMAN[1265-1290] 
AAHDLALACKLDYDEDASA RLLGHWEEAAHDLALAC 59.84 1960.957733 2.61657858 F10A1_HUMAN[193-209] 
AAKARQRPRKGHEENGDVV KGHEENGDVVTEPQVAE 59.19 1836.848984 -0.142635569 ABCF2_HUMAN[25-41] 
AALGAGFSDKTPAHTVTMA KTSNVAREAALGAGFSD 55.56 1692.843094 0.300086879 ECHB_HUMAN[111-127] 
AALPPVSPLKAALSEEELE KREAALPPVSPL 42.18 1276.75029 -0.24750337 IF4G1_HUMAN[1223-1234] 
AARDAILRIVGELEQMVSE VGELEQMVSEDVPLDHRVHA 44.33 2259.095383 2.500115773 VIGLN_HUMAN[1121-1140] 
AATAQREEWKMFIGGLSWD KMFIGGLSWDTTK 51.38 1482.754089 -0.254931012 HNRPD_HUMAN[98-110] 
ADAEKTFEEKQGTEIDGRS KQGTEIDGRSISLYYTGE 61.68 2015.97998 1.826407026 NUCL_HUMAN[449-466] 
ADDIVNWLKKRTGPAATTL KEYTAGREADDIVNWLK 62.85 2007.006119 5.149461131 PDIA1_HUMAN[114-130] 
ADEMLNKGFKEQIYDVYRY KEQIYDVYRYLPPATQVVLISATLPHEILEMTN 61.6 3844.012054 2.7437479 IF4A3_HUMAN[198-230] 
ADEMLSRGFKDQIYDIFQK KMFVLDEADEMLSRGF 104.9 1886.89064 3.403482885 IF4A1_HUMAN[177-192] 
ADVQDWEFRKRDSQGTYSS KPAQLGTQRSQEADVQDWEFR 48.23 2488.209488 -0.122578103 TB182_HUMAN[827-847] 
AEAKMLEKYKQERLEEMFP KQERLEEMFPDEVDTPRDVAA 55.39 2474.174728 3.469843865 TSR1_HUMAN[476-496] 
AEDCYNTALRLCPTHADSL RLCPTHADSLNNLANI 95.29 1807.899887 2.491841519 OGT1_HUMAN[321-336] 
AEDNMNCQMSNITVTYRDG SNITVTYRDGRVAQLEQVYIRGS 38.66 2624.36705 2.897079507 SMD3_HUMAN[44-66] 
AEEGVKDLKIESDVQEPTE KIFDIDEAEEGVKDLK 93.2 1847.95163 1.521684851 IF2BL_HUMAN[87-102] 
AEKRDLIRTNERLSQELEY NERLSQELEYLTEDVKRLNE 55.14 2477.239731 2.797468454 TPR_HUMAN[131-150] 
AEMQWKRDYKVDQEIINIM KVDQEIINIMQDRL 98.91 1713.908325 1.836154218 NDUBA_HUMAN[91-104] 
AEPEEFVVEKVLDRRVVNG KKVEEAEPEEFVVE 51.3 1660.81955 2.133886249 CBX3_HUMAN[20-33] 
AERARFVVEKAEQQKKAAI KQVAQQEAERARFVVE 54.55 1886.996231 1.585588753 PHB_HUMAN[186-201] 
AESDIFSIREVSFQSTGES KALVLDCHYPEDEVGQEDEAESDIFSIR 82.11 3263.492828 5.868865357 C1QBP_HUMAN[180-207] 
AESKTIRLSKELSSTEAQL KELSSTEAQLHDAQELLQEETRA 84.02 2625.288147 0.634216096 MYH14_HUMAN[1325-1347] 
AFEAIPRALAENSGVKANE KFAEAFEAIPRAL 73.19 1461.797958 1.659600074 TCPQ_HUMAN[440-452] 
AFLRGRQNEKSGYQKLLEL KALDSVISMTEGMEAFLRGRQNE 39.78 2581.262817 4.619831782 VIR_HUMAN[505-527] 
AGIKTAFTRKCGETAFIAP KITSCIFQLLQEAGIKTAFTR 108.47 2424.319885 3.834477479 PUR6_HUMAN[59-79] 
AHAITMQVTKSTQNSFRAE KANLLNNEAHAITMQVT 40.3 1866.962143 0.449393151 RECQ1_HUMAN[575-591] 
AHAQSIGMNRLTESINRDS KVALLDVFREAHAQSIGMN 61.9 2098.099319 3.791526897 MCM3_HUMAN[748-766] 
AIDSAENRFKFSRLLDTIG KFSRLLDTIGISQPQW 71.78 1888.020676 2.483023655 PYR1_HUMAN[1050-1065] 
AIEGTYIDKKCPFTGNVSI KCPFTGNVSIRG 59 1334.676514 1.715771557 RS11_HUMAN[59-70] 
AIKSSLIILKQVMEEKLNA KEAIKSSLIIL 40.53 1213.764526 2.189881104 PSA5_HUMAN[192-202] 
AIRILTSILNIRESTSDKA NIRESTSDKAPQKT 30.96 1573.805969 5.326577841 ZMY12_HUMAN[293-306] 
AKEEFERQNKQLRADMEDL KQLRADMEDLMSS 39.61 1522.711929 2.05751327 MYH10_HUMAN[1507-1519] 
AKKLLGLGQKHLVMGDIPA KHLVMGDIPAAVNAFQEAA 61.59 1981.009109 5.434099193 NASP_HUMAN[52-70] 
AKRLHREALKQSATDPRTG KQSATDPRTGIVDISILTTGMSATSR 60.7 2705.401794 3.502991689 MCM4_HUMAN[770-795] 
AKSFFKQNEKEKPQANVPS KEKPQANVPSALPSLPAGSGL 91.07 2060.126572 3.786175134 CFDP1_HUMAN[198-218] 
ALFHTPVEGKEPGTVALVS KFDPYEHEALFHTPVEG 48.59 2014.94249 2.016434722 GRPE1_HUMAN[169-185] 
ALFQPSFLGMESCGIHETT KSYELPDGQVITIGNERFRCPEALFQPSFLG 88.36 3567.782028 5.228458424 ACTB_HUMAN[238-268] 
ALKDIKSLEKYIIEELNVR KYIIEELNVR 52.72 1275.718643 2.930897044 SYIC_HUMAN[872-881] 
ALKKLGIQVKVINAAHSFY KVINAAHSFYNGTTTLPISDEDRTPR 71.69 2902.457321 -0.705953533 GUAA_HUMAN[295-320] 
ALKSHIMAAKAVANTMRTS KAVANTMRTSLGPNGLD 54.24 1743.893753 4.3529028 TCPE_HUMAN[42-58] 
ALLDRHQEHKGEIDAHEDS KALINADELASDVAGAEALLDRHQEH 65.52 2785.399429 4.60400755 SPTA2_HUMAN[381-406] 
ALLMKAGVQPGTFDGVLMD SQAEALLMKAGVQ 36.11 1344.707108 -5.58114102 ME5D1_HUMAN[147-159] 
ALLTMSKGEKARLEIEPEW KARLEIEPEWAYG 47.53 1560.793594 1.537679299 FKBP3_HUMAN[187-199] 
ALLVTQQLVKVIRPLDQPS KVIRPLDQPSSFDATPYI 53.5 2046.078583 0.660287445 CAND1_HUMAN[548-565] 
APAPQNKDQKAVDPEDDFQ KAVDPEDDFQREMSFY 60.48 1975.862183 4.869266735 EBP2_HUMAN[94-109] 
APGAGGRRERRKPSSEEGK KLEDGDIEEAPGAGGRRE 51.89 1897.912949 1.303010236 FHOD1_HUMAN[335-352] 
APPFVRFVTKINMNGVNSS KIECGPKYPEAPPFVRFVT 47.86 2234.155792 2.725414236 UB2V1_HUMAN[142-160] 
APPSVRFVTKINMNGINNS KVECGPKYPEAPPSVRFVT 40.73 2160.10376 3.144756343 UB2V2_HUMAN[66-84] 
AQKLERMETKWRNGDIVQP KWRNGDIVQPVLNPEPNTVSY 59.02 2425.238998 2.662005685 BACH_HUMAN[205-225] 
AQRANASRRKLQRELEDAT KLQRELEDATETADAMN 74.6 1933.905075 4.632595527 MYH9_HUMAN[1895-1911] 
AQRAQFLVEKAKQEQRQKI KQVAQQEAQRAQFLVE 68.46 1871.985336 0.255343881 PHB2_HUMAN[200-215] 
ARADHEQQIKDLEQKLSLQ KIQELQASQEARADHEQQI 47.5 2221.108673 -0.171085731 MD1L1_HUMAN[207-225] 

ARDLVERCMRVLYYRDARS KQPVLSQTEARDLVERCM 45.79 2159.082687 1.229688893 PSB4_HUMAN[201-218] 
AREGIKQLLKQGSVQKVYN KEQLTEEAREGIKQLL 37.5 1884.031586 4.537078923 DJB11_HUMAN[328-343] 
ARKELQAAGKSPEDLERLL KSPEDLERLLPH 45.49 1432.767395 0.702835648 G6PI_HUMAN[454-465] 
ARQATRKREQKAARRQREE MEARQATRKRE 31.81 1374.714966 1.481761711 ANKZ1_HUMAN[610-620] 
ASDFPCRVAKLPKNKNRNR IYQDIRHEASDFPCRVA 51.76 2075.984695 -1.465810421 PTN1_HUMAN[19-35] 
ASRDELQSRKVKLDYEEVG KVKLDYEEVGACQ 57.68 1537.744629 3.552605483 TBCD4_HUMAN[874-886] 
ATRANASRRKLQRELDDAT KLQRELDDATEANEGLSREVSTL 95.08 2573.293243 2.532941015 MYH10_HUMAN[1902-1924] 
AVGDLLDAFKEANPAVPEV KKEAVGDLLDAF 34.78 1304.697601 2.999162409 IF4G1_HUMAN[523-534] 
AVLLAKMKHPNIVAFKESF KEAVLLAKMKH 30.88 1282.743088 -8.682175023 NEK3_HUMAN[49-59] 
AVTHIGRVYKERLGLPPKI TECENREAVTHIGRVY 49.47 1932.911194 0.269024258 IF4E_HUMAN[168-183] 
AVTPLGIYLKARVEAGGLK KCLHVVTEAVTPLGIYL 44.1 1912.04921 5.021837278 NTKL_HUMAN[87-103] 
AVVCEEPQVKYSTLHTQSA KYSTLHTQSAEPPPPPEPARI 61.14 2315.190964 1.519529082 C99L2_HUMAN[242-262] 
AVVDSILAIKKQDEPIDLF KVHAELADVLTEAVVDSILAI 69.76 2205.225632 4.671630808 TCPZ_HUMAN[159-179] 
AVYRNIQACKELAQTTRTA KELAQTTRTAYGPNGMN 66.95 1850.89447 -0.311200887 TCPQ_HUMAN[37-53] 
AWFPGSGAFRELVSCSNCT RELVSCSNCTDYQAR 77.83 1857.809769 -1.435561404 SYSC_HUMAN[390-404] 
AYENDVAAMSLQSHLTPGL KVREAYENDVAAM 43.11 1494.713638 -1.41431773 IF2B1_HUMAN[346-358] 
AYRSCLPQIKLYGPTNFSP KLYGPTNFSPIINHVARF 50.14 2073.115967 0.479471489 CPNE3_HUMAN[390-407] 
AYTGIVQGLKGDQENVHPD KGDQENVHPDVMLVQPRVEF 78.83 2336.158325 3.333250113 IMB1_HUMAN[777-796] 
CEQALAAEPKAKDPFAHLP KKAAAPAPEEEMDECEQALAAEP 43.69 2484.114777 2.481769384 EF1G_HUMAN[252-274] 
CGAGVFMASHFDRHYCGKC LRRECPSDECGAGVFMAS 31.82 2040.881561 2.033924986 RS27A_HUMAN[41-58] 
CGEAFFFYGKSLLELARME KSLLELARMENGVLG 55.07 1628.891937 1.875508087 NASP_HUMAN[93-107] 
CGLALGRLASIVEQVSVLQ KLGSAVVTRGDECGLALGRLA 65.52 2142.157913 2.253802099 P5CS_HUMAN[76-96] 
CGQGEQASEKNECISEDMG KNECISEDMGDEDKEERQE 77.23 2339.948135 0.156841083 UIMC1_HUMAN[345-363] 
CKMDDDEEMKNQCFGGEYM KNQCFGGEYMGEVFDHMM 38.52 2178.863144 6.603443653 USP9X_HUMAN[1910-1927] 
CKTVALKRRKASSRLENLG KASSRLENLGIPEEELLR 62.64 2053.116699 2.305275683 NC2B_HUMAN[103-120] 
CLEKKVDMSKVNLEVIKPW KVNLEVIKPWIT 32.48 1438.854767 2.707014001 SRRM1_HUMAN[42-53] 
CLPLIIFLRNRLKYALTGD LRECLPLIIFLR 53.08 1541.91156 4.930243859 RS4X_HUMAN[38-49] 
CLPQNVGFYKKFGYTVSEE KKFGYTVSEENYMC 54.22 1754.764374 2.159834139 GNA1_HUMAN[166-179] 
CQFDDNLKFKNIINEEDAD KNIINEEDADTMRLQPIGRD 41.38 2327.153915 0.041681815 RSF1_HUMAN[128-147] 
CRRKKKEYVKCLENRVAVL KCLENRVAVLENQN 76.46 1685.851868 2.121182808 ATF1_HUMAN[239-252] 
CSALTQRGLKTVFDEAIRA KYLECSALTQRGL 89.9 1537.792236 2.684367825 RAC1_HUMAN[153-165] 
CTRGGFCNFMHLKPISREL RQYEMGECTRGGFCNF 43.22 2010.813492 1.920615719 U2AF1_HUMAN[156-171] 
CVECFERSVKINPMQLGVW KEFQECVECFERSV 66.55 1845.802567 3.319423274 TTC27_HUMAN[541-554] 
DAAEIRLVSKDGKSKGIAY KVTQDELKEVFEDAAEIRLVS 80.18 2418.264191 5.881491383 NUCL_HUMAN[403-423] 
DAIDNRLDSKEWPYCSQCP KDIMEDAIDNRLDS 45.4 1633.761719 2.451397871 STXB3_HUMAN[479-492] 
DAIKVLQCHKPVHAEYLEK KVEDAIKVLQCH 83.55 1438.760223 0.939002885 NUD10_HUMAN[121-132] 
DAIRNLHHYKLHGVNINVE KLHGVNINVEAS 44.42 1279.688431 1.251085781 RBM4B_HUMAN[59-70] 
DAPVDDLTRKFTYLGSQDR KFTYLGSQDRARPPSGSS 34.71 1952.970428 -0.816704635 ZCCHV_HUMAN[296-313] 
DATASPPRQKDKFSPFPVQ KDKFSPFPVQDRPESSLVF 40.23 2222.137177 3.899399231 SRRM2_HUMAN[1184-1202] 
DATEKGGEKKEAVAAEVKN KEAVAAEVKNEEEDQKEDEEDQNEE 85.61 2933.253311 1.292080703 NSBP1_HUMAN[116-140] 
DDASISSCNKLITSDKVEN KSTNRIVEDDASISSCN 90.89 1894.869049 2.160043726 WAPL_HUMAN[145-161] 
DDDELGRETKDLDEMDDDD KDLDEMDDDDDDDDVGDHDDDHPGMEVVLHED 81.05 3666.364273 1.466848245 U5S1_HUMAN[31-62] 
DDDKLEQIRKDYTSGAMLT KDYTSGAMLTGELK 78.95 1512.749374 2.254173797 SYWC_HUMAN[418-431] 
DDLKAIIKPQYVDQIPKAA KILEDDLKAIIKP 55.84 1494.902084 1.625524525 ABCE1_HUMAN[158-170] 
DDNDVYILTKVSDILHSIF KRQDEDYDEQVEESLQDEDDNDVYILT 133.79 3302.422226 -0.433923921 IPO5_HUMAN[814-840] 
DDRPELPWWKCKKWALHIL KTVVNRDVPNETLQVEEDDRPELPWW 34.06 3163.557434 3.536525014 IPO7_HUMAN[233-258] 
DEAEAAAAAKFTGLSKEEL KIKVAEDEAEAAAAA 81.89 1485.767426 1.807819954 4F2_HUMAN[44-58] 
DEDEEEEREKKPAEQAEET KKPAEQAEETAPIEATAT 51.39 1883.947586 0.916161369 MIA40_HUMAN[118-135] 
DEDFIQALDKMMLENLQQR KHVPCVEDEDFIQALD 30.65 1913.882935 2.219048993 RENT2_HUMAN[1103-1118] 
DEDYERERRKRSMGGAAIA KRSMGGAAIAPPTSLVEKD 40.75 1927.019669 -1.040985742 SPF45_HUMAN[167-185] 
DEEALHYLTRVEVTEFEDI KIPNFWVTTFVNHPQVSALLGEEDEEALHYLT 62.31 3696.846405 4.273372023 SET_HUMAN[90-121] 
DEELLTESSKATNVCTRFE KATNVCTRFEDSPSYV 54.94 1872.867615 1.060939911 SMCA5_HUMAN[160-175] 
DEGFRSRQFAALVASKVFY KIEVLYEDEGFRSRQF 63.13 2015.011215 1.893785986 PSMD1_HUMAN[44-59] 
DELRDAVLLVFANKQDMPN KMLQEDELRDAVLL 64.79 1671.88652 2.435572003 ARF5_HUMAN[109-122] 
DETRYHNEMKSWEEQMIEV KSWEEQMIEVGR 47.45 1490.718735 1.956774227 TFAM_HUMAN[216-227] 
DEVEASEKKKEQEPEKVDT KEQEPEKVDTEEDGKAEVASE 74.74 2346.071014 -1.096301001 AKA12_HUMAN[328-348] 
DFAIDLNGKKYAWQGVALL KYAWQGVALLPFVDERRL 84.99 2160.184372 4.310280234 XRN2_HUMAN[641-658] 
DFDNRMVNHFIAEFKRKHK STAGDTHLGGEDFDNRMVNH 75.68 2171.929062 2.122997514 HSP7C_HUMAN[221-240] 
DFPEDSSSQKVKELISFLS KVKELISFLSEPEILV 43.64 1843.070618 4.723638864 CE051_HUMAN[95-110] 
DFSETLTRAKFEELNMDLF KFEELNMDLFR 65.38 1440.707108 2.64037012 GRP78_HUMAN[326-336] 
DGKAEVASEKLTASEQAHP KEQEPEKVDTEEDGKAEVASE 74.74 2346.071014 -1.096301001 AKA12_HUMAN[328-348] 
DGLDDPRLEKLWHKAKTSG KDARQVTSNSLSGTQEDGLDDPRLE 64.03 2730.305634 0.508734254 AMRP_HUMAN[128-152] 
DGLVSWEEYKNATYGYVLD KGHDLNEDGLVSWEEY 56.69 1889.843155 5.337479977 CALU_HUMAN[114-129] 
DGQEYAQVIKMLGNGRLEA KMLGNGRLEAMCFDGV 35.57 1796.837173 3.567379447 IF1AX_HUMAN[40-55] 
DHLRVISMQKGGNMKEVFT KTFLVWVNEEDHLRVISMQ 65.65 2343.204529 -0.643136347 KCRB_HUMAN[223-241] 
DHSNRTRLAKLLRFQSSHH LGVIEDHSNRTRLA 37.23 1579.843033 -3.89912154 ENPL_HUMAN[494-507] 
DHTALSRALSQLAEVEEKI KSAAMLGNSEDHTALSRAL 128.51 1970.984329 1.184687248 SNX2_HUMAN[346-364] 
DIDKGEVSARQELKQRARY KARPFPDGLAEDIDKGEVSA 76.97 2114.064377 2.817321963 EF2_HUMAN[605-624] 
DIHGLFSLSKKPPKPQLMA KAVEDIHGLFSLS 43.34 1414.745621 3.160285449 EIF3A_HUMAN[251-263] 
DIITKPPVRKFVHEKEIMA KAEDNFEDIITKPPVR 78.5 1870.978851 1.722093223 DC1L1_HUMAN[344-359] 
DIPIAEQSSKDIPVTAQPS KHEEQSNEDIPIAEQSS 62.34 1939.875885 -0.666537488 TP53B_HUMAN[217-233] 
DISQKDMYNIIRIHNQNNE IIRIHNQNNEQAW 63.02 1634.827698 0.994600227 CCHL_HUMAN[150-162] 
DIVAVELLPKSQWVAPSSV KSQWVAPSSVVLHDEGQNEEDVEKEEETERML 67.12 3726.731873 4.783547786 RRP44_HUMAN[299-330] 
DLKDILHAAKQIVGTDNGR KMQSINEDLKDILHAA 51.96 1824.940338 1.104693648 HELC1_HUMAN[62-77] 
DLLLQDFSRNLSAKSSALF KQQSEEDLLLQDFSR 72.25 1834.906082 4.267248377 SSRG_HUMAN[8-22] 
DLQDMFIVHTIEEIEGLIS KRAAPFNNWMESAMEDLQDMFIVH 53.9 2879.31929 5.491228449 ACTN4_HUMAN[535-558] 
DLYEDFHIVKLPLLPHEVR KLPLLPHEVRGAD 43.18 1443.819778 -1.563214491 ARSA1_HUMAN[317-329] 
DNKQHKESLKRVTFALPDD KRVTFALPDDAETEDTGVLNV 41.95 2289.148865 4.546231204 MPP10_HUMAN[329-349] 
DNPHGNDSAKASRARTKAG KRIMLFTNEDNPHGNDSA 63.77 2057.958862 -1.827053042 KU70_HUMAN[164-181] 
DQEEKEDAEKENIEKDEDD KENIEKDEDDVDQELANIDPTWIESP 55.19 3041.398895 -0.444532285 SRPK2_HUMAN[356-381] 
DQIYCEKHARERVTPPEGY RERVTPPEGYEVVTVFP 31.79 1974.021088 6.805398423 PDLI1_HUMAN[312-328] 
DQKRMEKISKRVNAIEEVN KRVNAIEEVNNNV 53.78 1497.789917 -0.670988627 GGA1_HUMAN[213-225] 
DQLPSCESLKDTIARALPF RRYADLTEDQLPSCESL 70.33 2051.958191 2.241761075 PGAM1_HUMAN[140-156] 
DQQDTQIYEKHDNLLHGTK RYRAPGEQDGDAMPLGSAVDILATDDPNFSQEDQQDTQIYE 75.9 4555.035751 -0.410754186 MCM3_HUMAN[506-546] 
DQTSLEFFSKKSDCSLFMF KNITRPFEDQTSLEFFS 37.24 2058.005814 3.390660975 BXDC1_HUMAN[66-82] 
DQVEMLRTVKEEAEKPERE KSLEDQVEMLRTV 71.81 1546.802475 1.098394932 GLU2B_HUMAN[167-179] 
DQWIRIFMEKGDMVTLPAG KGDMVTLPAGIYHRFTVDE 36.73 2148.067383 3.304365615 MTND_HUMAN[121-139] 
DRDRGRDAVKREAALPPVS KREAALPPVSPL 42.18 1276.75029 -0.24750337 IF4G1_HUMAN[1223-1234] 
DRNTMEPVHKVKNIPSIFN KQLFLDAIHPTEAIFSEDRNTMEPVH 33.95 3037.496735 0.413827605 BBX_HUMAN[773-798] 
DSEELQAICKLGTGFSDEE KLGTGFSDEELEEHHQSL 61.71 2054.954498 3.419053807 DNL1_HUMAN[795-812] 
DSEHSEEPKKEIPASQLSH KEIPASQLSHVSESVNNSIFH 52 2322.1604 2.459778403 RBM16_HUMAN[281-301] 
DSLIEIICSRTNQELQEIN RTNQELQEINRVY 53.86 1661.848495 0.287029775 ANXA2_HUMAN[135-147] 
DSSSDGLRQREVLRNLSSP KVAESTEEPAGSNRGQYPEDSSSDGLRQ 61.51 2993.359833 -1.226715198 HERP1_HUMAN[100-127] 
DSSSDPRLRRLQNRISEDV KEQEAEPEEQEEDSSSDPRLR 81.55 2487.09967 -1.438221412 MFAP1_HUMAN[67-87] 
DVDDRAPSKKGKKRKAQRE KTLEEDVDDRAPSK 91.69 1601.789658 -0.921469303 NOG2_HUMAN[641-654] 
DVDPSVGRFRNMVQTAVVP KNSRVTFSEDDEIINPEDVDPSVGRF 38.46 2964.41011 2.844410755 PP1R8_HUMAN[197-222] 
DVIIKCQLPKRFTAQGLPD KLLGHEVEDVIIKCQLP 34 1990.092117 0.499976856 RENT1_HUMAN[455-471] 
DWNEFNDINKIIIRQPIRT KFEPLVRDINLQDEDWNEFNDIN 50.93 2862.346024 4.544174566 PRP8_HUMAN[278-300] 
DYKALQKYEKEKFEEMIQQ KEKFEEMIQQI 46.54 1421.722412 2.384431709 TCPE_HUMAN[282-292] 
EAAVDAQQQKRSIQEELQQ KRSIQEELQQL 32.51 1370.75174 0.221776118 PLEC1_HUMAN[1552-1562] 
EADPTIYSGKVIRPLRSVD KTHSVNGITEEADPTIYSG 68.47 2017.959259 3.420782639 CSDE1_HUMAN[581-599] 
EAENTLQSFRQDVDNASLA KLQEEMLQREEAENTLQSF 62.44 2322.116119 2.287999276 VIME_HUMAN[188-206] 
EAERWIVNLIRNARLDAKI KLNMTPEEAERWIVNL 38.35 1941.998184 4.880540094 EIF3E_HUMAN[359-374] 
EANSNAENPKLISAMLCAA KRAQGGDGVLDATGEEANSNAENP 89.36 2399.094894 2.124551227 DHX57_HUMAN[1187-1210] 
EATEEDIHDKFAEYGEIKN KFAEYGEIKN 49.95 1197.602951 -0.024215037 RBM8A_HUMAN[92-101] 
ECVDWDVEVKAAVHTYGIA KAAVHTYGIASVPNQPLK 61.6 1893.047211 0.841500408 DDX20_HUMAN[456-473] 
EDEEALHYLTRVEVTEFED KIPNFWVTTFVNHPQVSALLGEEDEEALHYL 63.91 3595.798721 4.144280911 SET_HUMAN[90-120] 
EDEEDEEERKPQLELAMVP KPQLELAMVPHYGGINR 81.2 1922.019608 3.248666129 GRWD1_HUMAN[138-154] 
EDEEDTYYTKDLPIHACSY KDLPIHACSYCGIHDPACVVYCNTS 30.76 2936.271408 -1.067680594 RENT1_HUMAN[116-140] 
EDEEEDEKDKGKLKPNLGN KNGSLDSPGKQDTEEDEEEDEKD 75.55 2593.07869 -1.121446877 NUDC_HUMAN[133-155] 
EDFIKSELKKAGGANYDAQ KELEEDFIKSELK 90.54 1606.845352 0.430657499 COTL1_HUMAN[118-130] 
EDHACIPIKKSDPVVSYRE KDLEEDHACIPIK 74.39 1566.771164 -0.823349338 EF2_HUMAN[559-571] 
EDSEEVREQKHKTFVEKYE KSMVNTKPEKTEEDSEEVREQ 44.82 2492.170013 -2.407941661 CDC37_HUMAN[126-146] 
EEDEEEEATKEDAEAPGIR KEDAEAPGIRDHESL 78.43 1665.795792 1.147799754 HDGF_HUMAN[226-240] 
EEDEEEEDNKTEETGPGMD KLDERLWGDDDEEEDEEEEDN 80.09 2608.020828 1.032967211 MDN1_HUMAN[4773-4793] 
EEDGEFLGMKGFKGQLSRQ RLREEEVDADAADAAAAEEEDGEFLGM 100.7 2908.266815 0.521272667 YIPF3_HUMAN[56-82] 
EEDGGIIRRIQTRGEGYAK KGEDLTEEEDGGIIRR 61.68 1815.89624 -0.389339426 FKBP4_HUMAN[138-153] 
EEDSGAPPLKRFCVDQPTV KRFCVDQPTVPQTASES 39.22 1948.93129 0.412020682 BCL7B_HUMAN[186-202] 
EEEAEAETAKATPRLASTN KATPRLASTNSSVLGADLPSSM 39.24 2202.131409 4.007481099 TCOF_HUMAN[100-121] 
EEEDDDEEEKAPVTLLDAQ KLPREEEEEEEDDDEEE 63.29 2147.850159 -0.323579369 PPM1F_HUMAN[97-113] 
EEEEEDFRKKLNAGYSNTA KLNAGYSNTATEWSQPRF 114.71 2068.996628 2.147901036 WDHD1_HUMAN[840-857] 
EEEGGLRGEKRKRDAEDDG KEEIQDEEDDDDYVEEGEEEEEEEEGGLRGE 68.25 3657.424484 2.22807061 AN32E_HUMAN[223-253] 
EEEWVRPVMKRDKQVLLHW KNNASHVVYPVPGNLEEEEWVRPVM 51.27 2892.422836 0.603300451 SMRC2_HUMAN[171-195] 
EEFSYGYSLKGIKTCNCET KGIKTCNCETEDYGEKFDENDVITCF 76.2 3171.347122 1.330664805 HNRPU_HUMAN[383-408] 
EEGERALREKAVNIPLDPL KGSGPPPTEEEEGERALRE 97.07 2066.986832 0.41558078 ZC3H4_HUMAN[916-934] 
EEGGTEVLSKNKQKKQLRN KRALEEEEGGTEVLS 64.12 1645.815857 1.801538117 DUS1L_HUMAN[355-369] 
EEIQELQAQIQEQHVQIDV KLHEEEIQELQAQ 69.7 1593.799805 -0.703350569 VIME_HUMAN[236-248] 
EEITVGPVQKLVTEMGTYA KLVTEMGTYATQSALSSSRPTK 104.61 2355.210388 1.691144035 COPB_HUMAN[513-534] 
EENLENEMKKAQEDAEKLR RLSEGQEEENLENEMK 88.29 1933.868668 2.437600897 RABE1_HUMAN[160-175] 
EEQKQEMEVKMEEETEVRE KMEEETEVRESE 64 1494.650757 -0.671059775 PININ_HUMAN[365-376] 
EETEVRESEKQQDSQPEEV KMEEETEVRESE 64 1494.650757 -0.671059775 PININ_HUMAN[365-376] 
EETKKEESLKSPLKPESQL KSPLKPESQLDLRVQELI 39.25 2092.189163 4.616695359 PARP2_HUMAN[225-242] 
EETLLDQSFKNVQQQLDAT KNVQQQLDATSRNITEAR 38.86 2071.076996 -0.271839242 TIPIN_HUMAN[284-301] 
EETNAFNRRKAAVEALQSQ KAAVEALQSQALHATSQQPLR 124.88 2246.213089 4.845933831 SEPT8_HUMAN[402-422] 
EEVGLSYLMKEEIQDEEDD KEEIQDEEDDDDYVEEGEEEEEEEEGGLRGE 68.25 3657.424484 2.22807061 AN32E_HUMAN[223-253] 
EFATEGTDRKDVFFYQADD KQLCAEHGISPEGIVEEFATEGTDR 81.92 2772.30246 3.034300954 TBG1_HUMAN[23-47] 
EFVYEKLDRKAPSRINNPE KAPSRINNPELLGQY 54.04 1698.905273 2.784734426 SHLB1_HUMAN[86-100] 
EGEETEPDCKYSKKHWKSR KRAFQLEEGEETEPDC 59.66 1936.847244 -0.366575114 P80C_HUMAN[111-126] 
EGGPTSVGRKHEFIRSESE KDVGRPNFEEGGPTSVGR 53.9 1900.939148 -1.59657925 PERQ2_HUMAN[175-192] 
EGKGIFDSRKNVLGHMQQG KNVLGHMQQGGSPTPFDRNFAT 97.77 2401.159729 1.842026562 K6PF_HUMAN[656-677] 
EGKGVFDCRKNVLGHMQQG KNVLGHMQQGGAPSPFDRNFGT 86.37 2357.133514 0.852306409 K6PP_HUMAN[666-687] 
EGNSEEIKAKVKNKKQGCK KDIQEDSGMEPRNEEEGNSEEIKA 72.99 2733.203476 2.581220192 FACE1_HUMAN[292-315] 
EGPMIEQLSKMFFTTKHRW KVEHLEEGPMIEQLS 31.32 1737.860703 1.536947119 RT32_HUMAN[99-113] 
EGTVMSLAGKYTLNNWLAT RRPGEEGTVMSLAG 36.81 1458.724899 -0.887761634 TOM40_HUMAN[239-252] 
EICNLGRDPKYICQKPSIQ KLLEEICNLGRDP 66.09 1555.802795 3.791611648 HUWE1_HUMAN[683-695] 
EIDEACKRIKREVDDLGPE KREVDDLGPEVGDI 60.51 1540.7733 2.292355404 DHX15_HUMAN[370-383] 
EIDFLRSNPKIWNVHSVLN KIWNVHSVLN 36.94 1208.66658 1.730832998 IF3EI_HUMAN[220-229] 
EIKKRFRQLSILVHPDKNQ SILVHPDKNQDDADRAQ 71.19 1920.928955 0.11400734 DNJC8_HUMAN[81-97] 
EITDLPIKLRLIDTLRMVT RLIDTLRMVTEG 32.98 1402.760223 1.91693488 PSD12_HUMAN[123-134] 
EIVPQIKEGKRVLIAAHGN KDTIARALPFWNEEIVPQIKEG 48.76 2553.359085 3.276859902 PGAM1_HUMAN[157-178] 
EKAAEMHKMKSTTQANRMS KSTTQANRMSVDAVEIETLR 35.3 2248.148117 0.775749599 GTF2I_HUMAN[94-113] 
EKKRHSYFEKPKVDDEPMD KPKVDDEPMDVDKGPGST 50.91 1913.904068 0.064789036 RED_HUMAN[386-403] 
EKMEVDEAEKKEEKEKKKE EKEKEKKEEEKMEVDEAE 32.65 2252.036499 -1.056377195 PSMD1_HUMAN[843-860] 
EKSALEQMRKFLSDPQVHT KFLSDPQVHTVLVERSTL 73.27 2068.131699 1.883342343 DYHC1_HUMAN[67-84] 
ELADQVLTLKTQVDAQLQV KTQVDAQLQVVR 40.08 1383.783417 1.955508331 BRE1A_HUMAN[792-803] 
ELAEQLEQTKRVKANLEKA KHSQAVEELAEQLEQT 71.12 1838.900986 2.385120261 MYH9_HUMAN[1193-1208] 
ELALVHNLRKMMKNDWHGG KSPIAPEELALVHNLR 91.17 1786.010071 1.316341961 RT29_HUMAN[279-294] 
ELARNGQIDKEAVQKYAYL KEWSGLLEELARNGQID 58.66 1956.990463 6.295891693 K6PP_HUMAN[139-155] 
ELASSERARRHAEQERDEL KSLEAEILQLQEELASSERAR 30.86 2399.265533 4.805637326 MYH10_HUMAN[1683-1703] 
ELCSDLFRSTLEPVEKALR RFEELCSDLFRS 39.13 1557.724564 2.208349332 HSP71_HUMAN[301-312] 
ELEEHHQSLKALVLPSPRP KLGTGFSDEELEEHHQSL 61.71 2054.954498 3.419053807 DNL1_HUMAN[795-812] 
ELEKQVWQARKEGAAPFLV KMIPEELEKQVWQA 30.14 1743.88652 3.24791776 GADL1_HUMAN[227-240] 
ELGRAMQVAKVSTASVGRF KVSTASVGRFQERLP 33.48 1673.921295 2.471442363 RRS1_HUMAN[226-240] 
ELIPEYLNFIRGVVDSEDL VRRVFIMDNCEELIPEYLNF 37.66 2556.250473 4.501906257 HS90A_HUMAN[365-384] 
ELLAQGEYEKGVDHLTNAI KGVDHLTNAIAVCGQPQQLL 54.4 2161.131378 1.048524871 TOM20_HUMAN[88-107] 
ELMLGDPCLKDLKKGDIIQ KHEELMLGDPCL 44.48 1440.674103 2.416230008 SYEP_HUMAN[650-661] 
ELSENDKKIKALNHEIEEL KALNHEIEELE 31.86 1323.666992 -0.94434628 SMC2_HUMAN[275-285] 
ELSEQLEQAKRFKANLEKN RHATALEELSEQLEQA 74.61 1823.901306 2.826907346 MYH10_HUMAN[1200-1215] 
ELSLLDEFYKLVDPERDMS KLVDPERDMSL 31.99 1301.664917 0.825865387 CAPR1_HUMAN[191-201] 
ELTQTFMSCNLITGMFQRL KDGWSLWYSEYRFPEELTQTFMSC 31.39 3059.34697 5.936234163 EF1G_HUMAN[316-339] 
ELVERLQSYTRQTGIVLNR KLAEIGAPIQGNREELVERLQSY 59.44 2612.392151 -0.669118532 SF3B2_HUMAN[12-34] 
EMLFIYGHYKQATVGDINT KQATVGDINTERPGMLDFTG 38.59 2149.047379 6.055241093 ACBP_HUMAN[33-52] 
EMSGLPAARKHLNKLRNIR KYVLNEEMSGLPAAR 53.09 1676.855545 1.758648805 FACR1_HUMAN[443-457] 
EMVQALKQLKDSEERASYI KDSEERASYILME 42.3 1569.734421 2.51826038 GSHB_HUMAN[387-399] 
ENCFKPQTIKRPLNPLASG KRPLNPLASGQGTSEENTFY 53.74 2208.081085 3.790168784 ERO1A_HUMAN[215-234] 
ENKIKVVALKITNNINVLI KITNNINVLIKDLFHIPPSY 34.15 2338.304871 3.712946121 API5_HUMAN[416-435] 
ENMDEDVSEKIKEPLYYWQ KIKEPLYYW 30.8 1238.669907 2.159574544 NUDC1_HUMAN[272-280] 
ENNLEVRETKIKGKSGRFF KGEDEEENNLEVRET 75.02 1789.79657 0.565427388 RPN1_HUMAN[89-103] 
ENYLDLFSHKNMKLKERVL KKDDEENYLDLFSH 69.19 1751.800217 1.418540754 KHDR1_HUMAN[138-151] 
EPATHNALAKIYIDSNNNP KIYIDSNNNPERFL 53.33 1721.873642 0.487840675 CLH1_HUMAN[881-894] 
EPDSLEVLVKTLDSQTRTF KTLDSQTRTFIVGAQM 38.02 1794.929825 1.403397484 BAT3_HUMAN[22-37] 
EQEQQAEVSKPTPTPEGTS RLEQCEVPEREEQEQQAEVS 58.16 2472.118652 2.276994268 SMTN_HUMAN[152-171] 
EQLADKLRLKKLQEESDLE KKLQEESDLELA 38.39 1401.735077 1.567343242 EIF3J_HUMAN[121-132] 
EQLDNETKERQAACKQVRR KIAQLEEQLDNETKE 106.08 1786.894821 1.119819687 MYH9_HUMAN[1815-1829] 
EQLEQETRERILSGKLVRR KLAQAEEQLEQETRE 67.51 1800.885315 0.492535528 MYH14_HUMAN[1839-1853] 
EQRDYVFYLAVGNYRLKEY KEEQRDYVFYL 31.55 1488.724869 3.165796514 FIS1_HUMAN[67-77] 
EQTAESIKNQMTVKEWEKV KELRDEEQTAESIKN 43.3 1788.885315 1.500934676 MCM6_HUMAN[313-327] 
EQTVDGRPCKSLVKWESEN KVGEEFEEQTVDGRPC 93.65 1878.841797 6.549247531 RABP2_HUMAN[67-82] 
ERASYILMEKIEPEPFENC KDSEERASYILME 42.3 1569.734421 2.51826038 GSHB_HUMAN[387-399] 
ERITQVAKRKMMLTHLVVR KMMLTHLVVRPGLGS 69.54 1637.910934 0.256424199 CHD3_HUMAN[1201-1215] 
ERNLLSVAYKNVVGARRSS KAVTEQGHELSNEERNLLSVAY 56.07 2486.240082 1.963607632 1433B_HUMAN[29-50] 
ERRIKEIVKKHSQFIGYPI KHSQFIGYPITLFVE 51.46 1777.940308 3.140712866 HS905_HUMAN[39-53] 
ERRVKEVVKKHSQFIGYPI KHSQFIGYPITLYLE 62.62 1807.950851 3.065901928 H90B3_HUMAN[183-197] 
ESKILKKAQKDGFLHETLL KDGFLHETLL 42.74 1171.623718 2.427400501 FRG1B_HUMAN[168-177] 
ESSFCKRQRSIRPGLSPYR SIRPGLSPYRALLDSLQLGPDSLTVHLIHEVT 64.28 3496.90419 5.202315823 GANAB_HUMAN[52-83] 
ETEGSLHCCKDQNINGNGP KISTETEETEGSLHCC 33.5 1879.792786 1.146934926 UBP15_HUMAN[619-634] 
ETQEREEQMKEGEETEGSE KVQIAANEETQEREEQM 76.57 2031.953079 2.655080994 NASP_HUMAN[455-471] 
ETQIGGERYNFFTGCPKAK RCQVFEETQIGGERY 66.33 1870.86319 1.40149211 TCPH_HUMAN[344-358] 
ETYRLWKIRKTIMQLCHDR KTIMQLCHDRGYLVTQDELDQTLEEF 48.42 3181.505997 5.64072487 RPAB1_HUMAN[15-40] 
EVAQRSTVFKTTIPEEEEE KNSQGEEVAQRSTVF 60.18 1678.827454 0.963767894 LMNB1_HUMAN[532-546] 
EVDETGVEVKDIELVMSQA KDIELVMSQANVSRA 88.83 1659.861374 1.79533065 NACA_HUMAN[179-193] 
EVDQVARAYRVYYSPGPKD KLVGLTGTREEVDQVARAY 54.17 2104.127655 0.892531399 SCO1_HUMAN[223-241] 
EVDVGEIAPRTVVSGLVNH RTVVSGLVNHVPLEQMQN 56.73 2020.052399 3.655845761 MCA1_HUMAN[187-204] 
EVEDLCRLDKMIDLIIPRG KEAVQLVNTREEVEDLCRLD 43.9 2415.20636 2.484673815 P5CS_HUMAN[530-549] 
EVINAIAPEKDVDGLTSIN KDVDGLTSINAGRLARGDLNDCFIPCTP 31.07 3074.491364 5.515383845 C1TC_HUMAN[122-149] 
EVKNEMVGEKGLAPEVADR KVSWEEVKNEMVGE 36.72 1662.792297 2.294333458 SYHC_HUMAN[243-256] 
EVKSFMDRKKGFTEVKSQN KGFTEVKSQNGEFMTH 46.87 1838.862137 0.866840405 CALD1_HUMAN[486-501] 
EVMEEVLQKKADLILSYHP KADLILSYHPPIFRPM 61.55 1897.028381 3.686291713 NIF3L_HUMAN[85-100] 
EVMQELRALRALVKEQGDR KLEEVMQELRAL 33.93 1457.791153 1.810273025 COR1B_HUMAN[452-463] 
EVRQVGSYKKGTMTTGHNV KGTMTTGHNVADLVVILK 55.79 1896.050278 2.824819606 ILF2_HUMAN[110-127] 
EVTELLARYKLRENQLPRI KEEVTELLARY 59.26 1349.71904 1.661086444 RPAB1_HUMAN[153-163] 
EVTMKQICKKVYENYPTYD KVYENYPTYDLTER 42.92 1789.852249 1.432520478 DEK_HUMAN[349-362] 
EVVIAGMSGKLPESENLQE KLPESENLQEFWDNLIGGVDMVTDDDRRW 97.78 3476.630676 4.517304673 FAS_HUMAN[12-40] 
EVVRELHKVKEEIIDAIRQ KEEIIDAIRQELS 53.33 1542.825287 4.03480553 EVL_HUMAN[399-411] 
EWLLNEIRRLERLDHLAEK KGYEEWLLNEIRR 65.52 1704.894699 0.489179772 ACTN1_HUMAN[376-388] 
EYIGDNGDPQTLQAQFQEM FGDLLREEYIGDNGDP 31.11 1808.821701 -0.049756148 EST2_HUMAN[385-400] 
EYNLRDYFEKYGKIETIEV KIFVGGIKEDTEEYNLRDYFE 77 2564.243454 2.019309045 ROA3_HUMAN[127-147] 
EYSIATQVWKLSSCDMCEL KLSSCDMCELARNSVLMSGFSH 49.23 2528.128006 2.609045105 AMPD2_HUMAN[788-809] 
EYVNGQLKNKYGDAFIRGN KYGDAFIRGNNVLY 38.16 1628.83107 2.445925838 LSM6_HUMAN[59-72] 
FAAMLMPHQKATTADGSSI KATTADGSSILDRAVIEHNLLSAS 70.14 2468.287048 1.943047914 CSN4_HUMAN[290-313] 
FEDVLGACNAVNYAADNQI KRQALVEFEDVLGACN 97.24 1847.919968 3.661413977 HNRPL_HUMAN[106-121] 
FEEGLVSQYKFYLENLEQM KLREFEEGLVSQY 30.33 1596.814743 2.173702375 NOC3L_HUMAN[293-305] 
FEKDEKPRDKSYQDAVLED KSYQDAVLEDIFK 81.46 1554.792953 2.348222632 FKBP7_HUMAN[224-236] 
FFRGLNISAVRLPREPSNP KEFFRGLNISA 31.4 1280.687698 2.587672237 IF4B_HUMAN[113-123] 
FGVCEVRDLKPNGANILVT KPNGANILVTEENK 70.71 1525.809982 1.232132456 HUWE1_HUMAN[4190-4203] 
FILATGSADKTVALWDLRN KPSHLVDAHTAEVNCLSFNPYSEFILATGSAD 106.16 3489.651077 2.992849362 RBBP7_HUMAN[263-294] 
FLEKVRQKKKRDITVLDLG KRDITVLDLGCG 35.13 1345.702393 2.712338195 MCES_HUMAN[196-207] 
FLTMMARKMKDTDSEEEIR KDTDSEEEIREAF 61.6 1567.700165 3.348216781 CALM_HUMAN[78-90] 
FLTPVEEAPKGMLARGSYS KGMLARGSYSI 49.21 1181.62265 5.891897891 GDIR1_HUMAN[167-177] 
FMWNPHLGYILTCPSNLGT KDYEFMWNPHLGY 53.29 1698.750046 2.110963887 KCRB_HUMAN[267-279] 
FPVTNSRARKRILEPDDFL KRILEPDDFLDDLDDEDYEEDTP 115.12 2796.213745 -0.036835525 REQU_HUMAN[155-177] 
FQANEVRKVKKYEQGFITD KKYEQGFITDPVVLSP 34.69 1819.972 1.754972055 IMDH2_HUMAN[108-123] 
FQLLVDQARKGYKKIAGMS KSEFQLLVDQAR 53.45 1432.76741 1.719748776 RAD18_HUMAN[347-358] 
FQTNLVPYPRIHFPLATYA RIHFPLATYAPVISAE 76.45 1783.962082 3.245584678 TBA1A_HUMAN[264-279] 
FSGYVESGLKTILQCALNR KTILQCALNRPAFFAERLYY 41.08 2473.293976 2.957998552 ANXA7_HUMAN[408-427] 
FSQSFDAAMKGLALSNSDV KGLALSNSDVIR 70.45 1271.719727 4.872929049 UCHL5_HUMAN[126-137] 
FSSSQGEDEKTSQTSLTAS KRFQDSEFSSSQGEDE 50.4 1874.791855 0.057073002 F169A_HUMAN[340-355] 
FVRALAAFLKKSGKLKVPE KDVNQQEFVRALAAFL 77.6 1847.989365 4.154244686 RS19_HUMAN[7-22] 
FYQDDELGKKQFKYGNQLV KFLQEFYQDDELGK 58.2 1758.846451 3.030963844 MCM7_HUMAN[15-28] 
GAGLKGHLPKVEMPSFKMP KVEMPSFKMPKVDLKSPQ 32.54 2104.106049 -4.504050547 AHNK2_HUMAN[3393-3410] 
GAHLHIYDPKVPREQIVVD KVPREQIVVDLSHPGVSEDDQVS 34.58 2532.282013 1.634494096 UGDH_HUMAN[370-392] 
GASKILGFMKTKDLPVTEA KTKDLPVTEAVFS 31.91 1433.776596 2.293244296 LPPRC_HUMAN[224-236] 
GDPQGVQQAKRELLELASR KSNLIRIEGDPQGVQQA 59.12 1851.980255 0.495145668 VIGLN_HUMAN[477-493] 
GDQKPLAQRKKAGAKGQQM KLDFLEGDQKPLAQR 83.85 1756.947159 0.667635332 EBP2_HUMAN[209-223] 
GEAGTQRQQKLSSLQLELS KQLDSLTARTPSEGEAGTQRQQ 61.92 2400.19931 0.630364318 SYVM_HUMAN[1008-1029] 
GEEKLEEKQKSDAEEDGGT KSDAEEDGGTVSQEEEDRKP 72.47 2204.966904 -0.703411918 CALX_HUMAN[553-572] 
GEETGLRDEKPIKTEVPGS STEVGRDHNEEEGEETGLRDE 73.64 2387.010895 0.966061782 LRRF1_HUMAN[491-511] 
GENDPVLQRIVDILYATDE KLRNIELICQENEGENDPVLQR 90.05 2666.344559 1.808468446 MARE1_HUMAN[220-241] 
GENVFGVCHIFASFNDTFV KKEEQVISLGPQVAEGENVFGVCH 77.51 2653.317001 2.013328976 RS14_HUMAN[9-32] 
GESDLENSRKLLSAAKILA IKADAEGESDLENSR 41.1 1632.759064 -0.307455038 TLN1_HUMAN[840-854] 
GESDNRNQQKMEMKVWDPD KYQAEIPDRLVEGESDNRNQQ 38.24 2488.194199 0.210594495 MTA2_HUMAN[152-172] 
GETEANNHKKLSEFGIRNG KGTILISSEEGETEANNHK 65.81 2056.007233 1.06468497 SAE2_HUMAN[486-504] 
GETREERTFRNWMNSLGVN KPENQDIDWTLLEGETREERTF 85.77 2705.293259 0.847597573 PLST_HUMAN[379-400] 
GEVKDPSDRKVRPRPTCRF KEDDDGEIDDGEIDDDDLEEGEVKDPSDR 31.29 3263.323318 -0.338918303 ZCH18_HUMAN[188-216] 
GFNDELEAFKERVRGRAKL KTADRQYMEGFNDELEAF 75.24 2162.957855 5.195200625 CDC37_HUMAN[242-259] 
GGEASVSPEKTSTTSKGKA KKLGAGEGGEASVSPE 58.18 1514.757629 -0.300378088 TCOF_HUMAN[1365-1380] 
GGEGFVVKVRGLPWSCSAD RGLPWSCSADEVQR 76.72 1659.778732 0.427767862 HNRH1_HUMAN[16-29] 
GGGGGGGMEKSSGPWNKTA KRQDPGDNWEEGGGGGGGME 94.79 2031.834091 -1.304240347 CDV3_HUMAN[116-135] 
GGIGEAVSSAVVGEPGITV AVVGEPGITVTHLAVNRVPRSG 42.22 2228.238968 1.150235696 TKT_HUMAN[575-596] 
GGLPRQVGNKTECALLGFV KILPPEKEGGLPRQVGN 36.75 1831.031555 0.811564386 AT2B4_HUMAN[517-533] 
GGTYYIKEQKLGLENAEAL KLGLENAEALIRL 106.07 1438.850708 2.692426656 RO60_HUMAN[52-64] 
GGYSYDISEKTTSPPEVSG KTTRTPEEGGYSYDISE 73.34 1931.874847 5.877709945 MAP1B_HUMAN[1945-1961] 
GHAASFAQFKMEGNAEEST KVSQPIEGHAASFAQF 55.09 1715.863113 1.5729693 CLH1_HUMAN[189-204] 
GIALVWESYKLDPYVQRLA KLDPYVQRLAETVFNFQE 36.95 2196.121506 5.527016591 DYHC1_HUMAN[828-845] 
GIDVRQELLKFHSAYYSSN KYTLETRPNQEGIDVRQELL 34.9 2401.260101 2.745641756 IDE_HUMAN[223-242] 
GIIPANYVQKREGVKAGTK KVGREGIIPANYVQ 30.98 1542.851807 1.39676409 CSK_HUMAN[53-66] 
GIKTLEDLRKNEDKLNHHQ KFVDEGIKTLEDLR 54.49 1661.898819 1.662556089 DPOLB_HUMAN[113-126] 
GKCEVTEVSKLDGEASINN KLDGEASINNR 58.93 1215.620728 0.383343249 AHSA1_HUMAN[63-73] 
GKPLLKAVMRRWLPAGDAL RRWLPAGDALLQM 41.8 1525.818726 1.021091152 EF2_HUMAN[341-353] 
GKRLGYIHRNFAGNRFSDH NFAGNRFSDHVALL 32.49 1559.78447 1.988736303 DHX9_HUMAN[906-919] 
GLGADGQEHKEDTFDVFRQ KGIREPVSVGTPSEGEGLGADGQEH 71.48 2505.209564 1.336814312 SFR14_HUMAN[1035-1059] 
GLISAHDQFKSTLPDADRE KSTLPDADREREAILA 47.77 1783.94278 -0.715269578 ACTN4_HUMAN[574-589] 
GLLSDVVPFKVPGKDTVTK KKAQDEGLLSDVVPF 44.7 1644.872284 3.415462741 ECHB_HUMAN[253-267] 
GLRVMGEVGKTTGIPIHVF KTTGIPIHVFGTETHMT 48.75 1868.945496 1.26060391 ACLY_HUMAN[396-412] 
GLSFLHSSVKMVHGNITPE KMVHGNITPENIILN 47.65 1691.902847 1.995977491 SCYL2_HUMAN[173-187] 
GLSREVSTLKNRLRRGGPI KLQRELDDATEANEGLSREVSTL 95.08 2573.293243 2.532941015 MYH10_HUMAN[1902-1924] 
GLWVILHLYKQGIPLCALI KQGIPLCALINQHLSGLAR 37.19 2088.162582 -0.489425492 PDCL3_HUMAN[121-139] 
GMNIVEAMERFGSRNGKTS KVKEGMNIVEAME 40.58 1476.731598 1.534469773 PPIA_HUMAN[131-143] 
GMRLVCRLAREVLDVAAGM REVLDVAAGMIKPGVTTEEIDHAVHL 42.62 2799.458908 2.187565598 AMPM1_HUMAN[147-172] 
GNLSTAAAAALAAAAVKAK KVERDIGEGNLSTAAAA 43.46 1700.869293 2.045424663 SMRC2_HUMAN[848-864] 
GPGSSQAPRKPEGAQARTA KSSPGQPEAGPEGAQERPSQAAPAVEAEGPGSSQAPR 60.3 3611.720001 2.633094481 TXLNA_HUMAN[17-53] 
GPKDPSCPKDSGLTSVGTD GPASPVEGPKDPSCPK 30.84 1621.777008 2.136545273 ZFHX3_HUMAN[3674-3689] 
GPPDDEAAMGIKSCDPKGP KYRCELLYEGPPDDEAAM 58.8 2155.955399 6.690769209 EF2_HUMAN[366-383] 
GPPPDGPPEKRITATMDDM KHVTTAEGTPGTTDQEGPPPDGPPE 81.9 2514.151077 -1.625200664 ARI1A_HUMAN[1880-1904] 
GQDMLYQSLKLTNGIWVLA KRNVEGQDMLYQSL 51.72 1679.830078 1.581112301 AP1B1_HUMAN[887-900] 
GQLGPAERAKKVEDMMKKL KGEGQLGPAERA 54.92 1211.625824 0.419271354 EF2_HUMAN[239-250] 
GQRAVQALCAVYEHWVPRE KNPDRVLIGGDETPEGQRAVQALC 58.24 2622.31839 2.231994415 UGDH_HUMAN[173-196] 
GQRSYLVQYMQFSGSLHTK KAGAKPDQIGIITPYEGQRSYLVQY 40.61 2794.465347 3.669396012 RENT1_HUMAN[793-817] 
GRILNVDNMKQMIFRGGLS KNIDSEGRILNVDNM 52.58 1716.846451 2.318786283 TBC15_HUMAN[324-338] 
GRVSSDEDLKLTELLRYYM KVEGRVSSDEDL 30.28 1332.652115 -2.049297014 SNX5_HUMAN[278-289] 
GSARRRGADKAKPPPGGGE KAKPPPGGGEQEPPPPPAPQDVEM 54.68 2449.194748 4.100531413 PSMD3_HUMAN[14-37] 
GSASTEVLRTEAEQCKNLE KDTLGLFLREGSASTEVLR 67.8 2091.132401 0.320400564 U520_HUMAN[745-763] 
GSLKVVYPSKADLATAPPH KADLATAPPHVTVVR 83.45 1573.894028 0.21793081 LRC47_HUMAN[569-583] 
GSPLELERLKLEPHEGLLL KLEPHEGLLLRFPYAA 72.28 1853.019913 2.011851019 4F2_HUMAN[514-529] 
GSSDCEVFSKNHAAPFSKV KVREFSITDVVPYPISLRWNSPAEEGSSDCEVFS 43.38 3899.867615 3.840386772 HSP74_HUMAN[388-421] 
GSYLAHTQGKKHQTNLARR KLCLTLHNNEGSYLAHTQG 72.39 2155.048019 -0.833392103 SF3A2_HUMAN[57-75] 
GTPFEDGTFKLTIEFTEEY KLTIEFTEEYPNKPPTVRFVS 35.23 2494.31076 3.032100138 UBE2A_HUMAN[54-74] 
GVECEVINMRTIRPMDMET RTIRPMDMETIEASVM 41.16 1878.900146 4.469636142 ODPB_HUMAN[269-284] 
GVLYVGSKTKEGVVHGVAT KEGVVHGVATVAE 67.96 1294.688126 0.624088523 SYUA_HUMAN[45-57] 
GVSTAKNIPALESKVQLNS ALESKVQLNSTETQTMSSGFE 31.12 2286.068542 2.88617768 ATMIN_HUMAN[597-617] 
GYALPHAIMRLDLAGRDLT RLDLAGRDLTDYLM 41.12 1650.83992 4.302052497 ACTA_HUMAN[179-192] 
HALRPGFLSTFALATDQGS KVANDNAPEHALRPGFLS 81.54 1934.996231 -0.716797262 MK1I1_HUMAN[34-51] 
HCEGAAAGLKAAQGPPAPA SRPAPQPPVPRPEHCEGAAAGL 49.62 2293.138565 -1.701598002 SSA27_HUMAN[111-132] 
HDQLLLNYAKKESDLNGAQ KAEHDQLLLNYA 31.27 1413.725189 2.767864667 LMNB1_HUMAN[111-122] 
HGEVCPAGWKPGSDTIKPN KPGSDTIKPNVDDSKEYFS 45.42 2126.016769 2.263857967 PRDX2_HUMAN[177-195] 
HHPVADTENKENEVEEVKE KQISYNYSDLDQSNVTEETPEGEEHHPVADTEN 41.5 3774.640488 1.638301719 PAIRB_HUMAN[240-272] 
HIDERRICNAVSPDKDVDG AVSPDKDVDGFHVINVGR 57.44 1923.980301 2.381001509 MTDC_HUMAN[147-164] 
HLITKPVLGKDEDFKQYVN KVTWLAETTHALPIPVICVTYEHLITKPVLG 30.42 3498.931274 3.297578345 SYEP_HUMAN[606-636] 
HLKQHYIDLKDRPFFPGLV KDRPFFPGLV 38.61 1174.649887 2.277274301 NDK8_HUMAN[41-50] 
HLQLLEEAAKEVADEVTRP KEVADEVTRPRPSGEEVLQ 37.03 2138.096741 2.207570831 MCM5_HUMAN[104-122] 
HNDFLKLRTMLITHMQDLQ MLITHMQDLQEVTQDLHYENFRSERL 72.53 3245.559738 2.188220391 SEPT2_HUMAN[279-304] 
HNGPLDNKGKSTAGNFLVN SIRAEIPCEDEQEQEHNGPLDNKG 61.11 2764.235809 -0.357422473 SRPK1_HUMAN[619-642] 
HNLFKQRLDKDGIPVSSEA KDGIPVSSEAERHELG 94.64 1722.853653 0.824794374 ERGI3_HUMAN[110-125] 
HYDVARGVQKILQDYKSLQ SRAIAELGIYPAVDPLDSTSRIMDPNIVGSEHYDVARGVQ 34.58 4311.159363 5.663673723 ATPB_HUMAN[386-425] 
IACGEDCLNRLLMIECSSR KDERAQGEIACGEDCLN 61.04 1963.836365 2.310273952 SETD2_HUMAN[1506-1522] 
IADTLGAVAKQGFDFLCMP KQGFDFLCMPVFHPRF 90.64 2024.975357 4.680056953 ANM5_HUMAN[35-50] 
IAMAVTAWEKGLESLPPLR KGLESLPPLRPQQNPVLPVAGERNVLI 42.18 2933.681427 2.346880591 SYMC_HUMAN[242-268] 
IANEMIEAAKAVYTQDCPL KKAEEIANEMIEAA 35.67 1545.770782 -0.354515693 SYAC_HUMAN[650-663] 
IAQAEEQARKRQEEREKEA KIAAEIAQAEEQAR 117.87 1526.805206 4.039808075 SMCE1_HUMAN[284-297] 
IATLTRENGKTVIRVLKQK KVEIATLTRENG 79.18 1329.725204 1.457443985 PSA4_HUMAN[210-221] 
ICLKDASFLKSFPWSVLVV KSFPWSVLVVDEAHRL 31.84 1882.010117 1.671085597 CHD1L_HUMAN[164-179] 
IDEDVIQVSKKFLPGMAIG KKFLPGMAIGYSSS 52.36 1484.769714 0.268055037 SPEE_HUMAN[134-147] 
IDNYEEDYQKMRDMGEMVT KLLTQHENIKNEIDNYEEDYQ 33.1 2635.240128 0.627267315 SPTB2_HUMAN[1099-1119] 
IDSWFSERRKLRDSMEQAV KLRDSMEQAVLDSMGSG 64.85 1822.855316 1.808152282 ZHX2_HUMAN[582-598] 
IEAEMARTQKNKATAHHLG KIAEIEAEMARTQ 104.68 1488.760574 0.671699679 DRG1_HUMAN[7-19] 
IEAKMEQKAKQNQVASPQP KQNQVASPQPPHPGEITNAHNSSCISN 31.79 2911.363098 -1.231381961 SF04_HUMAN[55-81] 
IEEAGEEEEKEIAIVHSDA KEIAIVHSDAEKEQEEEEQ 56.07 2240.044388 0.546864163 PININ_HUMAN[340-358] 
IEITSEGNKKTSKRSSKGR KKAIEDEGGNPDEIEITSEGNK 32.43 2372.134277 1.064020711 SAFB1_HUMAN[62-83] 
IEKIQKGDSKKDDEENYLD KKDDEENYLDLFSH 69.19 1751.800217 1.418540754 KHDR1_HUMAN[138-151] 
IELPKEVPEKLPEAADFGT KLPEAADFGTTSSLHFVH 55.51 1955.974136 2.662611895 GRSF1_HUMAN[354-371] 
IERMVNDAEKFAEEDKKLK KITITNDQNRLTPEEIERMVNDAE 39.05 2828.397385 5.751667035 GRP78_HUMAN[523-546] 
IERMVQEAEKYKAEDEVQR KEEIERMVQEAE 72.04 1489.708206 3.044891598 HSP71_HUMAN[512-523] 
IFARGQSVGKLGVLHPDVI KASEGPAFFPGRCAEIFARGQSVG 76.87 2538.243774 -0.403034575 SYFB_HUMAN[536-559] 
IGAQWSILRKDIPSFERYM KDIPSFERYMAQL 36.07 1596.796982 1.980214164 PSMD8_HUMAN[66-78] 
IHSKYRKKHKSEFQLLVDQ KSEFQLLVDQAR 53.45 1432.76741 1.719748776 RAD18_HUMAN[347-358] 
IIEECGGLEKIEVLQQHEN KIEVLQQHENEDIY 49.63 1756.863144 1.729218357 IMA3_HUMAN[461-474] 
IIKTLVECWKDCLSIPYRL KDCLSIPYRLIFE 40.82 1652.859589 2.954273934 PRKDC_HUMAN[2246-2258] 
IINIMQDRLKACQQREGQN KVDQEIINIMQDRL 98.91 1713.908325 1.836154218 NDUBA_HUMAN[91-104] 
IITDRQSGKKRGFGFVTFD KIDTIEIITDRQSGK 99.3 1715.941742 0.425422368 ROA2_HUMAN[137-151] 
IKKPLVTGSKEPSITQGNT KEPSITQGNTEDQGSGPSETKPVVSISR 64.72 2927.44722 0.332029897 COG2_HUMAN[483-510] 
IKPIPSNIDKSLYVAEYHS KSLYVAEYHSEPVEDEKP 85.03 2119.010925 9.75313518 DDX6_HUMAN[466-483] 
IKRGTKLMCSLCHCPGATI SLCHCPGATIGCDVKTCH 81.03 2071.869659 1.209052891 PHF6_HUMAN[83-100] 
ILPDGDHDLKRCQYVTEKV KIGEHTPSALAIMENANVLARYASICQQNGIVPIVEPEILPDGDHDL 34.35 5107.574646 4.255248627 ALDOA_HUMAN[153-199] 
ILQIHTKNMKLADDVDLEQ KLADDVDLEQVANETHGHVGADLAALCSEAALQAIR 80.2 3799.879883 4.341716188 TERA_HUMAN[389-424] 
IMDAAEDYAKERYGISSMI KERYGISSMIQSQE 32.84 1654.798431 1.553663547 SYDC_HUMAN[26-39] 
IMTDRGSGKKRGFAFVTFD KIEVIEIMTDRGSGK 80.8 1674.89743 0.366589613 RA1L3_HUMAN[130-144] 
INGQNVIGLKDSQIADILS KDSSAARNGLLTEHNICEINGQNVIGL 42.06 2922.461731 2.323725894 SDCB1_HUMAN[223-249] 
INPDSAQPYKWRGKAHRLL KPNAAIRDCDRAIEINPDSAQPY 44.76 2613.260498 -1.112020789 F10A1_HUMAN[163-185] 
INRVYKEMYKTDLEKDIIS KTDLEKDIISDTSGDFR 79.11 1938.953445 3.345619265 ANXA2_HUMAN[152-168] 
INYLTRIHYKAQSDGIWGE KAELGIPLEEVPPEEINYLTRIHY 59.41 2822.485382 4.492140183 IDI1_HUMAN[113-136] 
IPDKFVVGYALDYNEYFRD ALDYNEYFRDLNHVCVISETGKA 53.57 2713.280594 2.970205152 HPRT_HUMAN[192-214] 
IPGLSINFAKVLHGEQYLE KVLHGEQYLELY 35.42 1490.776901 2.000970097 DHB4_HUMAN[403-414] 
IPRKNLDVMKEAMVQAEEA KEAMVQAEEAAAEITR 41.12 1745.86174 4.153822627 NOL5A_HUMAN[422-437] 
IPVVAIRTAKGEKFVMQEE KTFSHELSDFGLESTAGEIPVVAIRTA 122.94 2874.476334 1.982274104 PDIA3_HUMAN[305-331] 
IQGVIDACIKLSGMPDLSL KLSGMPDLSLSFMNPRLLDDVSFHPCIRF 58.25 3391.687943 3.163321679 AP3M1_HUMAN[211-239] 
IQSENLIMEKQLSPRMQNN KQLSPRMQNNEELPTYEEA 31.62 2276.074249 0.885296251 AMOT_HUMAN[94-112] 
IREAFRVFDKDGNGYISAA KDGNGYISAAELRH 81.4 1529.758621 -1.744719698 CALM_HUMAN[95-108] 
IREKLAKMYKTTPDVIFVF KTTPDVIFVFGFRTH 33.34 1763.935928 0.903660941 RS24_HUMAN[49-63] 
IRKYDDVTEKVNLQNNPGA KVNLQNNPGAMEHFHM 58.91 1865.866486 0.58149927 BAP31_HUMAN[79-94] 
IRQMSGAQIKIANPVEGST KINEIRQMSGAQI 71.68 1486.792557 -0.319479673 PCBP2_HUMAN[309-321] 
IRSLFEQYGKVLECDIIKN VKLFIGNLPREATEQEIRSLFEQYG 47.6 2936.539566 5.508524451 RBM4B_HUMAN[2-26] 
ISDHVLRMHRYRAPGEQDG RYRAPGEQDGDAMPLGSAVDILATDDPNFSQEDQQDTQIYE 75.9 4555.035751 -0.410754186 MCM3_HUMAN[506-546] 
ISSIDEFCRKFRLDCPLAM RQVQGSEISSIDEFCR 94.04 1909.895218 2.567680129 VPS28_HUMAN[82-97] 
ISTDERAYQRQLVMTMGVA KNCVLLSRPEISTDERAYQ 44.17 2278.137543 -0.460902812 SC24D_HUMAN[851-869] 
ITREEDFTRILQMEEEYIQ KGESQTDIEITREEDFTR 36.25 2153.023636 0.852289761 TCPG_HUMAN[249-266] 
IVETNRPDSKNWQYQETIK KIDKVNEIVETNRPDS 47.54 1855.963928 -2.35241641 PSMD6_HUMAN[346-361] 
IVKEVSTYIKKIGYNPDTV KKIGYNPDTVAFVPISGWNGDNMLEPSANMPWF 95.94 3694.75885 4.614915531 EF1A1_HUMAN[179-211] 
IVLAKPPDKKRKERQAARQ KEIEGEEIEIVLAKPPDK 57.53 2036.10408 4.62746482 HNRPR_HUMAN[397-414] 
KALKKHKERIGHRYIEIFK IGHRYIEIF 41.02 1146.618561 3.358571133 HNRH1_HUMAN[176-184] 
KALRDAKLDKAQIHDLVLV KAQIHDLVLVGGSTRIP 67.49 1803.036667 1.855203536 HSP71_HUMAN[328-344] 
KALRDAKLDKSQIHDIVLV KSQIHDIVLVGGSTRIP 79.97 1819.031586 1.279801856 HSP7C_HUMAN[328-344] 
KDFQKVAHFIHRGIELTLQ IHRGIELTL 35.76 1050.618561 1.801795695 GLYC_HUMAN[425-433] 
KDLEEAEEYKEARLVLDSV RLEAAYLDLQRILENEKDLEEAEEY 55.58 3051.503571 8.196287312 TBCA_HUMAN[70-94] 
KDTNVQVLMVLGAGRGPLV KCLLDRVPEEEKDTNVQVLM 45.2 2415.21376 1.396977798 ANM5_HUMAN[343-362] 
KEDKPAETKKLRIAWPPPT KLRIAWPPPTELGSSGSALEEGIKMS 49.74 2753.442154 2.283323799 LIMA1_HUMAN[527-552] 
KEEETERMLKTAVSEKMLK KSQWVAPSSVVLHDEGQNEEDVEKEEETERML 67.12 3726.731873 4.783547786 RRP44_HUMAN[299-330] 
KEELEEIRQRLLAEGHPDP RLLAEGHPDPDAELQR 48.14 1815.922729 0.525903435 RBM25_HUMAN[490-505] 
KEIINRVIARAEKMEEMEQ KEIINRVIA 35.78 1054.649841 -1.466837561 RP3A_HUMAN[55-63] 
KEKDALEGEKNIAIEFLTL KNIAIEFLTLENEIFR 112.24 1949.062164 6.356903453 SMC4_HUMAN[302-317] 
KEKEEHEKKKLEDGSLSRP KLEDGSLSRPQPEIEPEAAVQEMRPPTDLTHF 31.61 3616.783127 3.949089425 NADAP_HUMAN[668-699] 
KELAKVTIKKEDLELIMTE KEDLELIMTEMEISRAAAERSL 40.41 2534.271942 4.909102213 HYPK_HUMAN[138-159] 
KFEDENFHYKHDREGLLSM KFMIQGGDFSNQNGTGGESIYGEKFEDENFHY 62.75 3644.579041 2.299579706 PPID_HUMAN[79-110] 
KFEDENFILKHTGPGILSM KHTGPGILSMANAGPNTNGSQFFICTA 108.58 2790.321777 1.084821122 PPIA_HUMAN[91-117] 
KFEEMIQQIKETGANLAIC KEKFEEMIQQI 46.54 1421.722412 2.384431709 TCPE_HUMAN[282-292] 
KGLISAFTIAHELGHTLGV EKGLISAFTI 32.23 1077.606995 -6.416068225 ATS20_HUMAN[392-401] 
KGSGDKWSNKQLFLDAIHP KQLFLDAIHPTEAIFSEDRNTMEPVH 33.95 3037.496735 0.413827605 BBX_HUMAN[773-798] 
KGVSEAAVLKPSEELPAEA KPSEELPAEATSSVEPEKDSGSAAEAPR 93.84 2868.362427 0.667279693 SFR15_HUMAN[1120-1147] 
KHRREEEAMKQITQLLPED KQITQLLPEDLR 70.2 1452.830002 3.814623867 HDDC2_HUMAN[107-118] 
KHYGFNEILKHINELSMKI KHYGFNEIL 32.44 1119.571274 1.409468103 TBC15_HUMAN[580-588] 
KIHLDEKSFRWLHNEDQMA RWLHNEDQMAVE 56.52 1526.693588 -0.80828269 TALDO_HUMAN[295-306] 
KIKEPLYYWQQTEDDLTVT KIKEPLYYW 30.8 1238.669907 2.159574544 NUDC1_HUMAN[272-280] 
KIMKELEIKEMMARHKQEL EKIMKELEIK 48.99 1275.71077 9.259935934 ROCK2_HUMAN[942-951] 
KISGTVNIRTRDNKVHGER KISGTVNIR 57.17 986.587265 -2.798536022 SYTC_HUMAN[681-689] 
KKARKAMSKLGLRQVTGVT LGLRQVTGVTRVTIR 30.22 1668.015884 2.637265054 NACA_HUMAN[83-97] 
KKELCELKPKFQEHIIQAP KFQEHIIQAPKPVEAI 61.94 1847.030487 1.149953948 CHRD1_HUMAN[91-106] 
KKISRSSALKVLDHAMIGP KVLDHAMIGPEGTDNCH 83.88 1892.850922 2.325592549 CTBL1_HUMAN[355-371] 
KKPKPEKREKRDPGVITYD KRDPGVITYDLPTPPGE 57.88 1853.952332 2.719595274 SYVC_HUMAN[272-288] 
KKPKTKKVEKTVWDWELMN KTVWDWELMNDIKPIWQRPS 84.99 2541.283829 6.131940015 ENPL_HUMAN[328-347] 
KLMLAVVKCIRSTPEYFAE IRSTPEYFAERLF 47.11 1627.835815 2.608985477 ANXA6_HUMAN[249-261] 
KLNIDTRNCKILLTEPPMN KILLTEPPMNPTKNRE 89.45 1880.018921 0.857438179 ARP2_HUMAN[106-121] 
KLRDYIWNTLNSGRVVPGY LNSGRVVPGYGHAVLR 67.83 1693.937622 0.083238012 CISY_HUMAN[336-351] 
KLSQKKESEKRNVTVQPDD KRNVTVQPDDPISF 44.5 1614.836578 1.025490766 COPB_HUMAN[660-673] 
KLYMVLITTKNSNILEDLE KNSNILEDLETLRLF 75.18 1803.973022 3.231755647 COPD_HUMAN[72-86] 
KMEIQEIQLKEAKHIAEDA KDEEKMEIQEIQL 79.16 1631.807587 3.293893252 TPM1_HUMAN[136-148] 
KMKVINTGIKVWCRNNSGE KVWCRNNSGEEFDCAF 40.31 2017.84108 3.307495355 NSUN2_HUMAN[586-601] 
KMNQSLRLFREVCLASERS REVCLASERSTVDAEAVH 35.7 2027.969437 0.421110883 MSH6_HUMAN[1334-1351] 
KMSSPLADAKRIPSIVSSP KRIPSIVSSPLNSPLDRSGIDITDFQA 34.13 2925.555969 3.343979778 NU153_HUMAN[326-352] 
KNPDAYDYNKAQVPGPLTP KAQVPGPLTPEMEARQATR 54.46 2079.089478 0.271272596 ANKZ1_HUMAN[599-617] 
KPTVTVNFRKLLLNRCQKE KVPTTEKPTVTVNFR 62.12 1715.957031 -0.302455126 IF4G1_HUMAN[827-841] 
KQDFVQHFSQIVRVLTEDE QIVRVLTEDEMGHPEIGDAIARL 38.12 2561.327148 1.102162995 FPPS_HUMAN[23-45] 
KQNIEYEALKTQLQENETH KTQLQENETHSQLTNLER 98.97 2168.082138 1.459354304 IFT74_HUMAN[530-547] 
KRIVEAANKKEVDYEAGDI KEVDYEAGDIPTEWEAWIRR 68.45 2462.1866 3.57040364 MIMIT_HUMAN[58-77] 
KRLDDSLLYLRDALPEYST KRLDDSLLY 32.69 1121.608047 -0.582199817 RM19_HUMAN[181-189] 
KSIVDDKFFKLSEMEAYLE KLSEMEAYLENIEKEEER 74.99 2239.067734 2.250490203 MPP10_HUMAN[206-223] 
KSKLDWESFKEEEGIGEEL KEEEGIGEELAIHNRG 105.22 1779.875092 -0.274176543 CFDP1_HUMAN[252-267] 
KSLGLSKGNKYSAQGERQI KYSAQGERQIPVLQTNNGPSLTGLTTIAAHLV 88.54 3376.810287 5.648525792 MCA3_HUMAN[21-52] 
KSNLNRQFLFRPWDVTKLK FRPWDVTKL 35.95 1160.634232 2.646828704 UBA1_HUMAN[519-527] 
KTGEEINFGKLITKPSEGT KLITKPSEGTTLRVEDLV 49.51 1998.136093 3.783025604 MRE11_HUMAN[416-433] 
KTGRDCIQYIKEQRGEPET IKEQRGEPETFLPLDYLEVKPTDE 31.64 2845.438522 5.246994403 SMC1A_HUMAN[560-583] 
KVAVRGGDKKLKPEYDIMC KLKPEYDIMC 41.84 1295.625351 1.306704904 OLA1_HUMAN[178-187] 
KVELYRIKFKESFAEMNRG KESFAEMNRGSNEW 39.65 1683.731079 1.214564502 COX41_HUMAN[87-100] 
KVGSSVKHLKPGDRVAIEP KPGDRVAIEPGAPRENDEFC 46.96 2256.059311 1.773446283 DHSO_HUMAN[87-106] 
KVIKAVVPAKYLDEDTIYH KYLDEDTIYHLQPSGRFVIGGPQGDAGLTGR 63.55 3359.689865 3.080046199 METK2_HUMAN[234-264] 

KVKEQLEAAKPEPVIEEVD KPEPVIEEVDLANLAPRKPDWDL 30.63 2643.390778 2.536136562 CCD12_HUMAN[94-116] 
KVKNIHGYMKDIENYIQDG KDIENYIQDGKDDYK 60.39 1842.863541 1.964876899 RAD50_HUMAN[959-973] 
KVNIISVTNKGLLHSFDLL KGLLHSFDLL 30.78 1141.649536 2.862524704 EIF2A_HUMAN[67-76] 
KYAEEDRRKKERVEAVNMA KERVEAVNMAEGIIHDTET 63.12 2141.042252 0.631001092 GRP75_HUMAN[576-594] 
KYAFVNWINKALENDPDCR KALENDPDCRHVIPMNPNTDDLF 37.71 2710.247925 2.242968233 PLST_HUMAN[132-154] 
KYIDQEELNKTKPIWTRNP KTKPIWTRNPDDITQEEYGEFY 56.84 2729.297287 1.445060609 HS90B_HUMAN[284-305] 
KYIDQEELNKTKPIWTRNT KEKYIDQEELN 58.68 1407.688126 1.353993093 H90B2_HUMAN[195-205] 
KYIEEQLLQRIPEFNMAAF RIPEFNMAAFTTTLQHH 55.64 2012.989059 2.594648976 AR2BP_HUMAN[84-100] 
KYVAEIEKEKEENEKKKQK KILNPEEIEKYVAEIEKE 88.57 2173.151733 5.714741319 PSA7_HUMAN[218-235] 
LAGNAARDNKKTRIIPRHL AVLEYLTAEILELAGNAARDN 97.19 2245.158966 4.265176829 H2A1B_HUMAN[54-74] 
LALVDVLEDKLKGEMMDLQ KLKGEMMDLQHGSLFLQTP 43.19 2172.107117 3.331787803 LDHB_HUMAN[58-76] 
LAMGFLGSRKAPPPLAAAL KAPPPLAAALAHEAVSQLLQTDLSEFR 52.97 2872.544647 5.477373525 PPM1F_HUMAN[70-96] 
LANLKDESKKEIPLSETER KEIPLSETERGEVEEDKEN 41.03 2230.060043 -0.942575518 GOGB1_HUMAN[1025-1043] 
LAQARDETKKTQNDVLHAE KQLQALSSELAQARDETK 97.15 2015.064682 2.298685517 RADI_HUMAN[526-543] 
LASLGLDRLKSALLALGLK KETSSALTHAGAHLDLSAFSSWEELASLGLDRL 78.52 3511.758286 5.745554892 SF3A3_HUMAN[231-263] 
LAWHTNLSRKILRKSPHLE KVEVPQPLSWYPEELAWHTNLSR 36.76 2778.412918 2.550016937 NSUN2_HUMAN[111-133] 
LAYALNNFDKQIIVDPLSF KQIIVDPLSFSEERFRP 46.71 2060.105453 -0.073782631 CTNA1_HUMAN[287-303] 
LDAMFPEGYKVLPPPAGYV KVLPPPAGYVPIRTPAR 38.51 1831.083206 1.499658776 SF3B1_HUMAN[413-429] 
LDDDVTESVKDLLSNEDAA KRELDDDVTESV 45.86 1404.673248 2.216885674 S6A15_HUMAN[9-20] 
LDKDDESLRKYKEALLGRV KSIQEIQELDKDDESLR 90.34 2045.027634 2.469404284 GDIR1_HUMAN[33-49] 
LDKIVAYELKTGGVLLHPI KTGGVLLHPIFGGGKE 37.03 1608.898788 3.105229513 TAF2_HUMAN[408-423] 
LDLTYGNRYKNVKLPDAYE KKPGMFFNPEESELDLTYGNRY 57.66 2634.242401 1.385597619 G6PD_HUMAN[407-428] 
LDLYDNQIKKIENLEALTE KCIENLEELQSLRELDLYDNQIK 58.57 2862.443253 2.046852804 PP1R7_HUMAN[111-133] 
LDPDAPIRQKMPLDDLDRE KMPLDDLDREDEVRLL 56.33 1955.998596 2.948877372 NU107_HUMAN[332-347] 
LDQRALQLFRHVCQEIISE KGELDQRALQLF 43.01 1416.772491 2.111136417 MDN1_HUMAN[3513-3524] 
LDRTPPEVSKKLEDIRTRY KNVSEELDRTPPEVS 50.63 1698.842422 1.34326761 SF3B3_HUMAN[1191-1205] 
LDTIKNLVKKYSQFINFPI KEEASDYLELDTIKNLVK 81.13 2107.104813 2.520045499 ENPL_HUMAN[252-269] 
LDTLSEESYKDSTLIMQLL KDSTLIMQLLRDNLTLWTSDTQGDEAEAGEGGEN 122.58 3706.726807 -4.342375589 1433Z_HUMAN[212-245] 
LEAAQKFLERAAVENLPTF RAAVENLPTFLVELSR 51.21 1814.005005 3.88587682 IMB1_HUMAN[27-42] 
LEDLEVDGQKVEVPQPLSW KVEVPQPLSWYPEELAWHTNLSR 36.76 2778.412918 2.550016937 NSUN2_HUMAN[111-133] 
LEEELVCVQKEAAKKVGEI KRIAELEEELVCVQ 39.46 1714.892334 1.906825248 GOGB1_HUMAN[2653-2666] 
LEERREKRRKQLAEEETKI KQLAEEETKITD 53.13 1403.714355 0.069102378 HUWE1_HUMAN[2695-2706] 
LESTNRRYTKRDCSTFLRT KTVTLPENEDELESTNRRYT 70.72 2394.16626 2.657710163 RPB2_HUMAN[869-888] 
LFESSTNNNKDTKQKAGKL KFIRELFESSTNNN 61.73 1697.837265 -0.507115739 MYO6_HUMAN[615-628] 
LFKELHTGRKVKDGQLTVG KVKDGQLTVGLVGYPNVG 60.93 1843.02037 2.442729377 LSG1_HUMAN[381-398] 
LGEARATVGKRLDYITAEI KQELGEARATVG 63.34 1257.667694 -0.001590245 PFD6_HUMAN[66-77] 
LGELGKVQFRDLNPDVNVF RDLNPDVNVFQR 78.13 1471.753174 1.473073093 VPP1_HUMAN[38-49] 
LGMEERPYSSRLKKIGELL KQLLGHMEDLEGDAQSVLDARELGMEERPYS 37.15 3515.666031 2.619418318 ARHL2_HUMAN[213-243] 
LGTACGKYYRVCTLAIIDP RVCTLAIIDPGDSDIIRSMPEQTGEK 41.26 2900.43718 1.776283946 RL30_HUMAN[90-115] 
LGVGDGVLLKAVAQATGRQ KAVAQATGRQLESVRAEAAE 53.05 2084.097382 -0.062377124 DNL1_HUMAN[356-375] 
LHGEGSSSGKATGDETGAK KLMELHGEGSSSG 64.85 1330.618698 -0.605733259 RS3A_HUMAN[227-239] 
LHIVEAEAMNYEGSPIKVT KDELHIVEAEAM 78.05 1383.67038 1.504693625 NPM_HUMAN[54-65] 
LIERIPELNKVARAAAEVA KELIERIPELN 45.49 1352.766312 1.095532899 TFR1_HUMAN[574-584] 
LIHDFLVNEKDASCKRNAF IYRNFEHLIPDAPELIHDFLVNE 46.26 2793.412582 4.689604423 COPB_HUMAN[162-184] 
LIHLLPIKDKSGIIPQTRE KELIHLLPIKD 49.38 1317.801987 1.659581653 NOC3L_HUMAN[147-157] 
LIKPPTILRSVVNSITGSS KELIKPPTILR 32.4 1306.833618 -0.034434376 AP3M1_HUMAN[131-141] 
LKADKDYHFKVDNDENEHQ KVDNDENEHQLSLRTV 103.68 1895.933701 -0.975245073 NPM_HUMAN[32-47] 
LKEKEKLEEKIKEPIKEPS KIKEPIKEPSEEPLPMETEEEDP 73.78 2693.299271 1.06635012 TCRG1_HUMAN[472-494] 
LKHAKRIVVKLGSAVVTRG KLGSAVVTRGDECGLALGRLA 65.52 2142.157913 2.253802099 P5CS_HUMAN[76-96] 
LKPWIEKTVKRVLGFSEPT KRVLGFSEPTVVTAALNCVG 38.06 2117.130325 3.986055984 PRPF3_HUMAN[20-39] 
LKQQLTGHSKRVAGSVTEL KRVAGSVTELIQAAEAM 55.02 1772.945435 4.252245924 TLN1_HUMAN[2274-2290] 
LLIRKLPFQRLVREIAQDF RLVREIAQDF 33.16 1245.682953 2.560041455 H31_HUMAN[70-79] 
LLKVKEKQTKVEGELEEME KVEGELEEMER 80.02 1347.633987 -1.435849807 MYH10_HUMAN[870-880] 
LLLGPSIACTVAELTSQNN TVAELTSQNNRDHCALVRSGCAF 56.89 2605.212555 2.99284601 COG3_HUMAN[350-372] 
LLLKSESQCRVVVLMGSTS RVVVLMGSTSDLGHCE 62.67 1758.83931 2.50960959 PUR6_HUMAN[267-282] 
LLNTGRFETKDISDIEGEK KDISDIEGEKDGIR 45.26 1573.794739 -0.456222138 HXK2_HUMAN[337-350] 
LLPAGWNNNKDLYVLRYEY KKSELLPAGWNNN 40.96 1469.762634 0.107500352 PSMF1_HUMAN[49-61] 
LLPHILPLLKELLFHHEWV KCSAAALDVLANVYRDELLPHILPLL 41.29 2903.594238 5.535897471 TNPO1_HUMAN[377-402] 
LLQESALIRKLRDVLQQRL FIRGVVDSEDIPLNLSRELLQESALIR 45.43 3081.682205 4.934967004 TRAP1_HUMAN[386-412] 
LLQWFLQEEKRECFGACLF KRECFGACLF 37.16 1286.589996 1.94778446 CLH1_HUMAN[1562-1571] 
LLRPDPNTGKVHTLLTVEV KILELLRPDPNTG 30.17 1464.830002 2.949147679 SF3B3_HUMAN[36-48] 
LLTVGQEHWKRCTGPLPKE KAMDDGVKELLTVGQEHW 84.45 2055.009521 3.372733766 SNX9_HUMAN[407-424] 
LMHAVKEVFKAAAVPVEFQ KAAAVPVEFQEHHLSEVQNMASEE 34.43 2679.259842 2.164403732 IDH3B_HUMAN[72-95] 
LNISEEGITKSTLTKAERQ KHPELNISEEGIT 34.06 1465.741241 2.458141928 UBF1_HUMAN[266-278] 
LNQLERVFLRLGHAETDEQ RLGHAETDEQLQNIIS 56.61 1822.917313 6.106146406 ECM29_HUMAN[22-37] 
LPHIHAFEQKTLTPDQWAR RLVNACLAEELPHIHAFEQ 48.69 2246.126587 0.714118256 BOLA2_HUMAN[54-72] 
LPLRHPALFKAIGVKPPRG KAIGVKPPRGILLYGPPGTG 58.94 1990.17276 3.22283579 TERA_HUMAN[231-250] 
LPLTHFELYKQIGIDPPRG KQEVREAVELPLTHFELY 49.24 2200.152786 2.394379169 PRS6B_HUMAN[174-191] 
LPPTHPIRLGLALNFSVFY KAASDIAMTELPPTHPIRL 43.22 2060.10881 -0.014076926 1433E_HUMAN[153-171] 
LPRLLSAACRLQLNGNLQL KMVVPGLDGAQIPRDPSQQELPRLLSAAC 47.7 3145.637604 3.216835909 FAS_HUMAN[1158-1186] 
LPSTVESLQKVQEQVHTLL KRSVGELPSTVESLQ 46.24 1628.873337 1.606631983 CKAP4_HUMAN[490-504] 
LQELNDRFANYIEKVRFLE KVELQELNDRFA 70.52 1460.762314 0.826965474 DESM_HUMAN[109-120] 
LQEWYKGFLKDCPTGHLTV KDCPTGHLTVDEFK 45.54 1645.777023 3.208211031 HPCL1_HUMAN[36-49] 
LQKELQEQMSRGDPFKDII SRGDPFKDIILY 34.64 1422.750702 2.833946941 BZW1L_HUMAN[125-136] 
LQKEYEILLQSYENVSNEA QSYENVSNEAERIQHVVEAVRQE 32.78 2713.305542 4.437391887 GOGB1_HUMAN[1620-1642] 
LQRMEQEAERRRQPQIKQE RLLAEGHPDPDAELQRMEQEAE 39.93 2533.186661 0.580691515 RBM25_HUMAN[490-511] 
LQRRARHLEKKFLENPDLS KKFLENPDLSQTEE 37.35 1676.825699 -0.028029151 M11D1_HUMAN[115-128] 
LRDDLVELSKAKYSRNIVK KQAFEELRDDLVELS 58.8 1790.905014 3.540109582 K0020_HUMAN[196-210] 
LRNGGAIDKKLTTLADLFR KLTTLADLFRPPIDLMH 79.56 1980.086639 6.597186074 UBXD7_HUMAN[134-150] 
LSANHNILQIVDVCHDVEK KDYIHINIGALELSANHNILQ 98.16 2375.259689 5.726952747 DDX5_HUMAN[295-315] 
LSANTAAFAKSAAMLGNSE KSAAMLGNSEDHTALSRAL 128.51 1970.984329 1.184687248 SNX2_HUMAN[346-364] 
LSAVARVELKGTVRPANDF KGTVRPANDFNPDADA 34.68 1686.796158 -0.240692984 ANXA6_HUMAN[354-369] 
LSDRETLLNSATTSLNSKV KGIEILTDMSRPVELSDRETLLN 39.89 2628.379227 2.345551942 TCPD_HUMAN[143-165] 
LSESRLKAFKVALLDVFRE KVALLDVFREAHAQSIGMN 61.9 2098.099319 3.791526897 MCM3_HUMAN[748-766] 
LSNEERNLLSVAYKNVVGA KSVTEQGAELSNEERNLL 107 2016.012314 3.992039108 1433Z_HUMAN[27-44] 
LSNEERNLLSVAYKNVVGG KAVTEQGAELSNEERNLL 95.82 2000.017395 1.544486567 1433T_HUMAN[27-44] 
LSPEGPGKEKELPGQTLHW KELPGQTLHWGPEATEAAGRGLQPL 36.04 2655.376877 2.381959433 LAP4_HUMAN[1240-1264] 
LSPTAAANFTRRNLADCLR KMRNGYELSPTAAANF 41.31 1768.856613 1.751979204 PSB2_HUMAN[68-83] 
LSRKPDIYERLASALAPSI RLASALAPSIYEHEDIK 78.87 1912.005371 0.49738354 MCM4_HUMAN[461-477] 
LTESPKYIQKQISYNYSDL KQISYNYSDLDQSNVTEETPEGEEHHPVADTEN 41.5 3774.640488 1.638301719 PAIRB_HUMAN[240-272] 
LTQGYIYFHKAPSPEKAEE KAPSPEKAEEESERLL 98.2 1811.926437 -2.264440717 ASNS_HUMAN[379-394] 
LVEGLVLTQKVSNSGITRV KVSNSGITRVE 33.67 1188.64624 0.802593714 TCPD_HUMAN[232-242] 
LVKDENSTQKRLSVKQTRT KFWDFELVKDENSTQ 47.1 1884.889389 4.915407797 WDR3_HUMAN[521-535] 
LVKSLERNWKLIRDEGLAV KLIRDEGLAVMD 37.72 1358.722763 2.685610412 ASPH_HUMAN[595-606] 
LVPEHVVMTKEEVTELLAR KEEVTELLARY 59.26 1349.71904 1.661086444 RPAB1_HUMAN[153-163] 
LVQMVVDGVKLLIEMEQRL KLLIEMEQRLEQGQAIDDLMPAQ 37.93 2668.356369 -0.193377469 KCRB_HUMAN[358-380] 
LVQQWPQMQKSAIKDAEED KSAIKDAEEDDDTGGINLH 117.98 2026.944321 2.462327134 DDX10_HUMAN[705-723] 
LVRTKTLVKNCIVLIDSTP NCIVLIDSTPYRQWYESHYALPLGR 79.89 3050.507233 5.398774283 RS8_HUMAN[99-123] 
LVVQARDDFKRELDSITPE KRELDSITPEVLPGW 61.7 1738.925369 2.820707598 IMMT_HUMAN[370-384] 
MARSGGRMLATLEPEQRAE KVGTFFSEVKPAGPTVEQQGEMARSGGRML 87.66 3193.601242 0.159694327 P5CS_HUMAN[348-377] 
MEAELEDERKQRSMAVAAR QVREMEAELEDER 44.17 1632.741302 1.150825301 MYH9_HUMAN[1590-1602] 
MEESTNRPRKKQKTEQLGL KIWSTVPTDEEDEMEESTNRPR 96.88 2648.202393 -0.498451328 WDR12_HUMAN[214-235] 
MEGGSEREGKPEIEGKPES KPEIEGKPESEGEPGSETRAAG 52.77 2254.071289 -2.022118831 TCAL4_HUMAN[93-114] 
MEKKVDVTSKAVTEVLART KAVTEVLARTIEYLQPNPASRA 56.57 2426.32811 3.937225127 SH3G1_HUMAN[45-66] 
MEVDSSQLRRQLCGGSQAA RQLCGGSQAAIER 30.28 1444.720474 -0.166814276 RANB9_HUMAN[607-619] 
MGHCDSVYLSEVGDTQVVV RLTPPVLEEMGHCDSVYL 53.3 2115.012894 4.68460501 TCPQ_HUMAN[335-352] 
MHDVTAQDPKLLVHLKATR KQLVARPDVVEMHDVTAQDP 58.32 2247.131775 3.00338417 SF3B2_HUMAN[443-462] 
MIENTNSLGKTELFCSVNC KSLRSSAEMIENTNSLG 44.96 1835.904678 1.969601169 ZMYM4_HUMAN[535-551] 
MIEPRTLQYKLLEPVLLLG KVNGRPLEMIEPRTLQY 36.77 2043.093491 1.361660645 RS16_HUMAN[33-49] 
MIGHYLGEFSITYKPVKHG KTFNQVEIKPEMIGHYLGEF 54.98 2379.193283 3.459576008 RS15_HUMAN[100-119] 
MKRMHKAVQKDLPRPSEVN KDLPRPSEVNETILRPLNVEPPLTDLQ 42.93 3082.666229 4.331964283 CDC5L_HUMAN[543-569] 
MLVTVAHFHKEVFGTFGIP RIEEIPLDQVDIDKENEMLVTVAHFH 69.93 3089.549164 6.692885888 UBP7_HUMAN[971-996] 
MMFGDNVLRIQHGSGFGIE KLADELHMPSLPEMMFGDNVLR 30.17 2542.23819 2.781407355 TIPRL_HUMAN[35-56] 
MPPEAKMRMKNIGRDTPTS KNIGRDTPTSAGPNSFN 46.08 1774.859818 -0.193818124 PCNP_HUMAN[133-149] 
MSELEIKHARNNVSLLQSC KNLIEMSELEIKHA 42.53 1653.875931 0.116090933 SNX5_HUMAN[374-387] 
MSHRSSDFAKIINNTENLV KGVGISVLEMSHRSSDFA 81.47 1918.957092 1.543546759 SERC_HUMAN[33-50] 
MSMRGDIFERIVHLQETCD RIVHLQETCDLG 43.48 1439.719101 -0.261856636 NEUL_HUMAN[145-156] 
MSPEESWEHKEEISEAEPG KEEISEAEPGGGSLGDGRPPEESAHE 35.92 2663.194656 3.801449502 ERF3A_HUMAN[24-49] 
MSQDKNLYHNLCTSLFPTI NLCTSLFPTIHGNDEVKRGVLL 73.59 2482.300232 2.421947161 MCM6_HUMAN[349-370] 
MSRPGEVCSALNLCESLQK KEIVDSYLPVILDIIKGEMSRPGEVCS 54.06 3046.571869 1.458032238 SAP_HUMAN[107-133] 
MTEMTGVSLKRGALVVEDN KRGALVVEDNDSGVPVEETK 78.12 2141.09642 -0.213909096 PUS7_HUMAN[12-31] 
MWNNLNDSEKQPYVTKVAK KKLGEMWNNLNDSE 69.18 1676.782776 -0.704921363 HMG4L_HUMAN[61-74] 
MWNNTAADDKQPYEKKAAK KKLGEMWNNTAADD 33.28 1591.730026 -0.121879965 HMGB1_HUMAN[127-140] 
MWSEAIKILKGEYAVRAIK KDNTRPGANSPEMWSEAIKIL 48.43 2356.184479 -0.749941278 DDX1_HUMAN[472-492] 
NAFLNLVQCIQNKPLYFAD KEVKGDLENAFLNLVQC 51.46 1976.003693 4.914464499 ANXA2_HUMAN[246-262] 
NANVLARYASICQQNGIVP KIGEHTPSALAIMENANVLARYA 34.73 2468.284515 2.912144024 ALDOA_HUMAN[153-175] 
NCNYAVELGKNKAKFSLVG KKIENCNYAVELG 49.13 1536.76059 1.510970554 PLSI_HUMAN[456-468] 
NDIKSYFGRKVAIDASMSI KLIADVAPSAIRENDIKSYFGR 50.52 2462.32811 1.352784784 FEN1_HUMAN[8-29] 
NDTVDGREEKSASDSSGKQ KVNRLLDSLEPPGEPGPSTNIPENDTVDGREE 54.52 3473.69101 2.332389374 TFG_HUMAN[115-146] 
NEGMASNQGKMENEEQPQD KMENEEQPQDERKPEVTC 44.92 2245.994308 -1.044971482 TCAL4_HUMAN[17-34] 
NEHLMEDYEKLASDLLEWI KVLAVNQENEHLMEDYE 59.44 2059.952026 2.235974402 ACTN4_HUMAN[283-299] 
NEMPGLMRMRERYSASKPL KALDIAENEMPGLMRM 85.49 1817.883743 0.010451713 SAHH_HUMAN[20-35] 
NEPIQERFFRPHFLQAPGD RPHFLQAPGDLTVQEG 73.33 1763.895493 0.476785616 PALLD_HUMAN[1134-1149] 
NFPFVVLGNKIDLENRQVA KTLDSWRDEFLIQASPRDPENFPFVVLGN 55.25 3389.704437 5.128765744 RAB7A_HUMAN[97-125] 
NFRALSTGEKGFRYKGSCF PKTAENFRALSTGE 58.68 1519.763046 -1.213347044 PPAL4_HUMAN[30-43] 
NGERFSFLSKPVDENHQQD KPVDENHQQDGDEDSLVSH 88.55 2147.935577 -0.291442633 NUP98_HUMAN[639-657] 
NGNLGKIPVKTRSAPTAPT KTRSAPTAPTPPPPPPPATPR 32.92 2133.169464 -1.435891546 ZMYM3_HUMAN[808-828] 
NHAHHEWYLKIQLEDIKNY KIQLEDIKNYQEALRYIG 40.23 2193.179306 2.131608659 VPS11_HUMAN[517-534] 
NIQNWMKSIKENASAGVER KENASAGVERLLLGN 63.49 1569.847427 1.839032221 RAB13_HUMAN[107-121] 
NKPPAHIAASHLSEPAKPA SHLSEPAKPAHSQNQSNFSSYSS 30 2489.120712 -1.99709077 ZO1_HUMAN[1378-1400] 
NLALLTQTLAEREEEVETL KALQENLALLTQTL 35.84 1554.898071 -5.992675773 CP250_HUMAN[1417-1430] 
NLGQLERRSRAAEESLRSL KVDFEQLTENLGQLERRS 33.66 2161.112717 2.700460718 FHOD1_HUMAN[889-906] 
NNDKEEEEKKDETSSSSEA KDETSSSSEANSRCQTPIKM 47.9 2255.015778 -1.629700349 EZH2_HUMAN[401-420] 
NNVFYGHHAKIVCLAWSPD KVVTVFSVADGYSENNVFYGHHA 49.8 2539.213211 2.454303551 WDR1_HUMAN[511-533] 
NPATEERPEKILAETQPEL KVSQSPSKDSEENPATEERPE 34.41 2343.082581 -0.797667148 STX18_HUMAN[185-205] 
NPDEAEKALKHMDGGQIDG KHMDGGQIDGQEITAT 80.89 1699.783554 -0.364752323 RNPS1_HUMAN[221-236] 
NPDLSQTEEKLRGAVLHAL KKFLENPDLSQTEE 37.35 1676.825699 -0.028029151 M11D1_HUMAN[115-128] 
NPMRELRIRKLCLNICVGE KLCLNICVGESGDRLTRAA 62.3 2132.083023 1.519640635 RL11_HUMAN[19-37] 
NPSMNEELICLRAIRDVNV NLKRENPSMNEELI 33.99 1685.840607 9.043559597 DYH1_HUMAN[1767-1780] 
NPVLQQHFRNLEALALDLM TYRSDSFENPVLQQHFR 39.71 2123.018448 2.187451552 KU70_HUMAN[472-488] 
NQICLTFTWKDAFDKGSLF KDAFDKGSLFGGSV 35.56 1426.709259 1.670277238 PDC6I_HUMAN[96-109] 
NRQLLNERIKLEGIITRVE KLEGIITRVETYLNENLR 65.28 2160.190216 2.196565823 SMC3_HUMAN[820-837] 
NSELERENRKLKKTLDSFK KIEALEQENSELERENR 68.72 2086.028992 -1.395474373 GRDN_HUMAN[657-673] 
NSERTQIRQSRVCADRVST SRVCADRVSTYDCGE 35.81 1773.741043 -1.477104006 MOCOS_HUMAN[674-688] 
NSGAIEASVKLTELLDLYR KDQGPDKENSGAIEASV 55.58 1743.827499 1.745012051 VIR_HUMAN[367-383] 
NSIESLRLFKNDPLFFKPG KFENSIESLRLF 53.61 1481.787796 3.47418167 LACTB_HUMAN[297-308] 
NTEENRRFYRQLLLTADDR RQLLLTADDRVNP 40.44 1509.826324 0.687496292 ALDOA_HUMAN[60-72] 
NTPLVPSGVKSWAQASVTH KRPPAAPENTPLVPSGV 46.71 1728.952255 -0.146331398 BAT2_HUMAN[123-139] 
NYFMRDSGSKAATDAQDAN KDIVENYFMRDSGS 48.62 1659.756256 3.053460399 TIF1B_HUMAN[127-140] 
PAHPVDERLKNLEPKMIEL KPYGAGPTEPAHPVDERL 47.19 1932.96936 -0.687543231 FIGL1_HUMAN[359-376] 
PAKGSEEAKGRFRVNFVDP ASGESEPAKGSEEAK 37.82 1475.673935 8.81360014 S12A2_HUMAN[122-136] 
PAVFCEPVVKLYYREEAVA KSRPNASGGAACSGPGPEPAVFCEPVV 45.37 2697.263931 2.195558222 PDE12_HUMAN[97-123] 
PAVLELEGKKWRVENQENV KWRVENQENVSNLVIEDTEL 30.83 2414.207733 -0.182668622 CAP1_HUMAN[328-347] 
PDCVPCQEGKEYTDKAHFS KARDCTVNGDEPDCVPCQEG 56.1 2305.936203 -0.672611843 TNR6_HUMAN[69-88] 
PEAAEGDGDKKGNAEGSSD KKSCVEEPEPEPEAAEGDGD 78.97 2171.916443 -1.676399666 HDGF_HUMAN[105-124] 
PEELYQTFQRIVENVNVII KMDRALLELQLEPEELYQTFQ 65.87 2593.309738 3.942066715 EF2_HUMAN[159-179] 
PESGSQPRPAVLSGYFKQF KEATPVVHETEPESGSQPRP 35.05 2174.060364 -0.299439708 BA2D1_HUMAN[638-657] 
PGDVATPPRKRKKIVVEAP KIGQQVDREPGDVATPPR 49.75 1962.02829 -1.28285612 ORC6_HUMAN[181-198] 
PGEGSGGESAGGGDKVSET AGGGDKVSETGTFLIS 36.67 1537.762421 -4.687330046 CC107_HUMAN[183-198] 
PGELAELVRSVRLVERALG KGSDHSASLEPGELAELVR 59.65 1994.006851 6.4698875 SIAS_HUMAN[246-264] 
PGPNEVLLRMHSVGICGSD KPNNLSLVVHGPGDLRLENYPIPEPGPNEVLLR 58.79 3645.963074 -4.764721871 DHSO_HUMAN[6-38] 
PGSETRAAGKRPAEDDVPR KPEIEGKPESEGEPGSETRAAG 52.77 2254.071289 -2.022118831 TCAL4_HUMAN[93-114] 
PKPQPNSREKAKTRGAPRT KLVNTTITPEPEPKPQPNSRE 73.14 2374.249207 -0.891229107 LUZP1_HUMAN[672-692] 
PLAVKLQTYKTAVETAVLL KTAVETAVLLLRIDDIVSGH 57.92 2149.210663 2.38226996 TCPG_HUMAN[507-526] 
PLHFLLPGKKNLVTISYPS KGTSIVVPEPLHFLLPGK 35.74 1931.12442 6.355882548 UFSP2_HUMAN[183-200] 
PLMPSPQFIKSYFSSFTDD KNREPLMPSPQFI 54.1 1555.818054 1.748276409 TOM70_HUMAN[245-257] 
PLQAILIRMLLREIKNDRG LLREIKNDRGGEDPNQ 34.08 1852.939102 -0.426349684 CUL2_HUMAN[163-178] 
PLQTPTIMGSYLGVAHQRP SYLGVAHQRPPQRQVVLS 33.07 2034.112289 1.938437726 NU205_HUMAN[478-495] 
PMEEDLPENKKQALKEKEL KETKPEPMEEDLPEN 56.65 1784.813797 0.282942681 STIP1_HUMAN[207-221] 
PPKTAVAHAKEYIQQLRSR KLVEGPPPPPEPPKTAVAHA 62.76 2031.115295 1.904372445 RM22_HUMAN[171-190] 
PPPAPGAQRAQMGRVGEIP KVNPFRPGDSEPPPAPGAQR 43.88 2116.081375 0.003780573 ZYX_HUMAN[35-54] 
PPVIQNPEYKGEWKPRQID KKPEDWDEEMDGEWEPPVIQNPEY 76.26 2959.285782 -0.08110065 CALR_HUMAN[248-271] 
PQEESPLKSKSQEEPKDTF KSQEEPKDTFEHDPSESIDEFN 37.05 2607.124863 -0.223234417 BCLF1_HUMAN[182-203] 
PQGRGLALQKMGQEEESPP KMGQEEESPPREERPQQSP 49.3 2238.033463 0.330647424 TTC31_HUMAN[271-289] 
PQLQHHVAQKKIPYVDTQG RDVVNVYEPQLQHHVAQ 59.23 2031.028625 1.461820854 UAP1_HUMAN[339-355] 
PRLLWERVEKLVPRPGSGS KLVPRPGSGSSSGSSNSGSQPGSHPGSQSGSGERF 42.02 3342.557358 -0.597745913 M4K4_HUMAN[670-704] 
PTAQQNLALQLAEKLGSLV HRTEPTAQQNLAL 44.14 1477.763718 1.68768523 EIF3C_HUMAN[845-857] 
PTIVKVKSLKFATEAAITI KQAGVFEPTIVKVKSL 54.75 1743.029449 1.929399415 TCPA_HUMAN[499-514] 
PTTPQEYILKGVVNAALGQ KGVVNAALGQEMGSRDHM 55.09 1898.909088 3.788491005 TTC26_HUMAN[322-339] 
PVPGQKGKKKAVEQRDFIG KAVEQRDFIGVDSTG 57.87 1620.81076 0.908187456 EI2BG_HUMAN[150-164] 
PVRYHEAWQKLCSAHGVLV KLCSAHGVLVPGGFGVRGTEG 68.63 2097.078979 0.039578862 PYRG1_HUMAN[360-380] 
PYANPTKRYRAFITNIPFD RAFITNIPFDVKWQSL 45.11 1934.041412 5.021609124 HNRPM_HUMAN[72-87] 
QADIFERVQKMKPVSDQEE KMKPVSDQEENELVILH 55.14 2008.029892 3.480525877 TBCD4_HUMAN[501-517] 
QADYCVSHMKPYVDGKGRE KEELYQNLTREQADYCVSHM 52.97 2513.13147 1.39308271 SPTA2_HUMAN[2426-2445] 
QAEPDGTEDADKSAYLMGL ADKSAYLMGLNSADLL 41.37 1696.834152 2.469893711 MYH6_HUMAN[382-397] 
QASILSLVTKINNVIDNLI KRNQDLAPNSAEQASILSLVT 61.94 2254.191681 5.879269324 ILF2_HUMAN[59-79] 
QAVAQLEEEKQHLLFMSQI KLQRSEQAVAQLEEE 38.39 1756.895493 -0.562924775 KLC2_HUMAN[119-133] 
QDEYALRSHSLAKKAQDEG AVSRLEQDEYALRSH 51.49 1772.880524 -2.246626293 ECHB_HUMAN[235-249] 
QDIRPRFHRSRTVAQQHDE SRTVAQQHDEDGIEEEDDDDDEIDDDDTISDWNLR 60.76 4104.670044 1.918790041 TNPO1_HUMAN[342-376] 
QDQPARRANKDATAERIDE KDATAERIDEFIV 34.61 1505.772552 2.757388554 ZPR1_HUMAN[168-180] 
QEHMINWVEKHVVQSISTQ KEQEHMINWVE 36.7 1441.66597 1.535723285 AT5F1_HUMAN[210-220] 
QERAVILELKRAECERRGL KPLGEQERAVILEL 30.85 1593.908966 2.645069505 THOP1_HUMAN[303-316] 
QERAYIVQLQIEDLTRKLR KTVIPGMPTVIPPGLTREQERAYIVQL 31.76 3005.673584 4.597638304 SF01_HUMAN[30-56] 
QETKGLPSKKGIVQSIVGQ KGIVQSIVGQGYHR 37.7 1540.847412 -1.376515276 CNOTA_HUMAN[418-431] 
QEVPDAEEEKSVSGTDVQE KSVSGTDVQEECRE 41.21 1622.720612 -0.160224747 NASP_HUMAN[243-256] 
QFPRQVLDSKAPKPEDIDE KAPKPEDIDEEDDDVPDLVENFDEAS 101.9 2930.282883 0.38494577 BT3L4_HUMAN[128-153] 
QGELKVAQGKALQENLALL KALQENLALLTQTL 35.84 1554.898071 -5.992675773 CP250_HUMAN[1417-1430] 
QGGAHFSVSSLAEGSVTSV KTEQGGAHFSVS 32.83 1246.594223 -1.772028106 KU86_HUMAN[568-579] 
QGRTVDATGKEIELTHRMP KDQTKPTPLILDEQGRTVDATG 34.52 2382.239075 0.855497679 PRPF3_HUMAN[248-269] 
QGVLSFWRGNLANVIRYFP KEQGVLSFWRG 41.63 1305.682968 1.02321929 ADT2_HUMAN[63-73] 
QGYVVCPSEKRFLLLFTFL KKEPLYVGVDDDKANATVDGLEQGYVVCPSE 61.48 3394.623871 3.034504084 DDX18_HUMAN[380-410] 
QHFLQTHPNKIKASLPSSE KIKASLPSSEVAKPSE 42.06 1669.925003 -0.252705959 TRPS1_HUMAN[361-376] 
QIILEDQNCKLAKEKKLLE KKLEEEQIILEDQNC 65.57 1887.924744 0.598540807 MYH9_HUMAN[974-988] 
QILAENEKLKAQLHDTNME KAQLHDTNMELTDL 34.78 1627.787552 2.561759362 MYPT1_HUMAN[947-960] 
QILPTLVRLLHHDDPEVLA LHHDDPEVLADTCW 33.07 1706.735886 1.246824431 IMA2_HUMAN[260-273] 
QILRDIQQHKEEAWVIGSV KEQTEQILRDIQQH 49.87 1764.911835 -0.551302326 PUR2_HUMAN[743-756] 
QKAELERLNKQFRTEMEDL KQFRTEMEDLMSS 36.82 1600.722504 0.156179475 MYH9_HUMAN[1500-1512] 
QKIISLLSGKEEAIQVAIA KEEAIQVAIAELRQQHD 44.57 1977.027908 5.126381858 GOGB1_HUMAN[2391-2407] 
QKLAQLEEAKQASIQHIQN KQASIQHIQNAIDTEKSQQALVQ 82.18 2577.351044 2.175877443 AT5F1_HUMAN[139-161] 
QKMLLNLHKKSWMEGLTLQ KSWMEGLTLQDYSEHC 76.54 1982.850235 5.455278371 PSDE_HUMAN[223-238] 
QKMTSGKIKKFIQENIFGI KFIQENIFGICPHMTEDN 41.86 2192.003052 3.217148805 PDIA3_HUMAN[234-251] 
QKVVTVGQFKIGLIHGHQV KIGLIHGHQVIPWGDMASLALL 34.19 2368.308929 3.577658259 VPS29_HUMAN[81-102] 
QLDDILKYHTEIVFARTSP KDMTSEQLDDILKYH 67.24 1834.87709 -0.364057082 AT1A1_HUMAN[671-685] 
QLGIPRQVLKYDDFLKSTQ KLEQLGIPRQVL 52.55 1392.845261 2.579611749 RHG01_HUMAN[200-211] 
QLLAVQAIRKYGRDFQAIS KYGRDFQAISDVIGN 31.05 1681.842377 2.400343846 RCOR1_HUMAN[397-411] 
QLLDRGIHPIRIADGYEQA KSQDDEIGDGTTGVVVLAGALLEEAEQLLDRGIHP 43.17 3644.853348 5.658389524 TCPE_HUMAN[96-130] 
QLMGAVVMEKPNIRWNDVA KPNIRWNDVAGLEGA 34.16 1638.847778 -0.08908698 VPS4A_HUMAN[121-135] 
QLNQTLAEMKAQEVAELKR KQPSKEEEEEEEEEQLNQTLAEM 91.7 2776.22319 2.608579896 RRMJ3_HUMAN[353-375] 
QLPLDEFLQKTDPKDPANY KINDRFEFPEQLPLDEFLQ 66.24 2377.195389 4.649176105 UBP7_HUMAN[420-438] 
QLQEHAIEDKETINNLDTS KELPEQLQEHAIED 36.76 1677.820938 2.739267282 SAFB1_HUMAN[172-185] 
QLQQEYTEMKALLDASETT KALLDASETTSTR 56.9 1391.725601 0.23208598 TRI25_HUMAN[249-261] 
QLSQHRGCAKQAEAVTALE KILESELEEQLSQHRGCA 64.65 2126.042572 0.912493487 PCNT_HUMAN[1437-1454] 
QLSVAEITNACFEPANQMV KAYHEQLSVAEITN 39.46 1601.804901 2.285546759 TBA1A_HUMAN[280-293] 
QMGNELERLRAALMESQGQ RAALMESQGQQQEERGQQEREVA 36.99 2657.257538 -0.559223176 NUMA1_HUMAN[985-1007] 
QMHQLVAAYKDAYERDLEA KDAYERDLEADIIGDTSGHFQ 76.46 2379.09787 1.328654882 ANXA6_HUMAN[135-155] 
QPSISDIKEKSKFRMSELS KDASRCSEQPSISDIKE 33.04 1948.915985 -1.03852604 HLTF_HUMAN[355-371] 
QPVIEEPALKRKKKKKRKE KKVEQPVIEEPAL 36.31 1478.834412 1.921783789 TS118_HUMAN[274-286] 
QPWVSVQPRKLRQNLDALL KLRQNLDALLNQL 55.15 1537.893982 2.24332759 DYHC1_HUMAN[1358-1370] 
QQAELMLKMMSTLEADSIL GLEQQAELMLKM 37.07 1389.69957 -2.674678816 BIRC6_HUMAN[2546-2557] 
QQEEEEEARKNLEKQVLAL KNSLQEQQEEEEEAR 65.62 1845.834 -1.288848293 MYH10_HUMAN[1345-1359] 
QQQQLQQRQILLGPNTGLS KLQMEQQQQLQQRQ 71.92 1812.926437 -0.990111878 TOM22_HUMAN[105-118] 
QQQQTPAENKAESEEMETS KMQVDQEEPHVEEQQQQTPAEN 71.78 2621.166351 -0.933935383 HSP74_HUMAN[521-542] 
QRLMAARVVKRFILHAKKT KPADVYLIDEPSAYLDSEQRLMAARVV 74.29 3048.558975 5.768627127 ABCE1_HUMAN[478-504] 
QRREMLETVKQLTGGVDVE KQLTGGVDVERNSTEAERN 34.82 2102.035202 1.460489338 IF4G3_HUMAN[1178-1196] 
QSSTPAPVKKSGKLRQQID KSANPPHTIQASEEQSSTPAPVK 103.43 2403.202988 -1.733519815 HBS1L_HUMAN[214-236] 
QTHTKLEHSVCANEMRKVS VCANEMRKVSKSSTHPQHNPNE 32.62 2549.18631 -9.653668664 RBBP8_HUMAN[198-219] 
QTLNNIKQFKKYIDNPKLR KALIVEPSRELAEQTLNNIKQF 61.47 2540.396179 3.059365332 DDX1_HUMAN[288-309] 
QTVDGRPCKSLVKWESENK KVGEEFEEQTVDGRPCK 52.26 2006.936752 -0.438479189 RABP2_HUMAN[67-83] 
QWPYRAVAQALEVIPRTLI KAMTGVEQWPYRAVAQ 48.77 1833.919571 1.910116482 TCPG_HUMAN[427-442] 
QYLMEGSYNKVFLAKGNIP KHPVSLEQYLMEGSYN 69.94 1893.893066 0.954647352 PSMD8_HUMAN[134-149] 
QYTSAIEGTKSAKPTKPAA KIDSRLEQYTSAIEGT 57.75 1809.910828 1.703951351 CALD1_HUMAN[674-689] 
RAGRHCGALRVLNSYWVGE SLQSVAEERAGRHCGAL 51.01 1839.900955 0.335344138 RL15_HUMAN[97-113] 
RAQRPRLQLKPRTVATPLN KPRTVATPLNQVANPNSAIFGGARP 63.77 2575.398285 -0.33548209 IF4H_HUMAN[214-238] 
RARGITINAAHVEYSTAAR KYEEIDNAPEERARGITINA 39.28 2288.139618 1.889307788 EFTU_HUMAN[91-110] 
RATAISLMRKFIAYQFTDT KIGEERATAISLMR 38.74 1573.860962 -1.347005899 SPT5H_HUMAN[185-198] 
RAVQYNEPLKVFLHLADIY KVFERAVQYNEPL 32.82 1591.835815 2.12898841 RRP5_HUMAN[1679-1691] 
RCGDGAFLLTTTPRPVIVE KALERCGDGAFLL 34.85 1448.744568 2.888017731 PSPC1_HUMAN[211-223] 
RDELAWKKLKLDGLDEDGE KLDGLDEDGEKEARL 50.05 1686.842407 0.660998322 AMRP_HUMAN[97-111] 
RDKSNVFRDKRFGEYNSNM KRFGEYNSNMSPEE 49.73 1686.730743 -0.248409535 NOP14_HUMAN[86-99] 
RDVSLTSLAKLPSETIFVG KLPSETIFVGCEFLHH 54 1912.950562 2.405185001 GEMI4_HUMAN[307-322] 
REFYSEILDKKFTVTVTMR KPQLFEREFYSEILD 41.96 1912.957047 3.677552515 RM28_HUMAN[106-120] 
REGTTKGNEKEDAAGTSGL KEDAAGTSGLGELNSREQTNQSLR 111.78 2560.247696 -0.810468457 GPTC4_HUMAN[265-288] 
REIVRDIKEKLCYVALDFE KLCYVALDFEQEMATAASSSSLE 120.65 2549.166519 -1.116051062 A26CA_HUMAN[915-937] 
REQLEWERERRISSAAAPA RRISSAAAPASVETPLN 42.1 1738.932556 -0.059231739 ENAH_HUMAN[262-278] 
RERLPSVDLKEETSIDSTV KLGDLEEAPERERLPSVDL 41.46 2165.132767 -0.676632871 S20A1_HUMAN[320-338] 
RFDPDSKKAKECEPPSAGA KECEPPSAGAAVTARPGQEIRQ 32.17 2351.165161 -1.012689385 LNP_HUMAN[147-168] 
RFPDENFKLKHYGPGWVSM KHYGPGWVSMANAG 53.13 1473.682312 1.92714534 PPIB_HUMAN[123-136] 
RFRCPEALFQPCFLGMESC KSYELPDGQVITIGNERFRCPEALF 46.02 2938.464706 4.769497476 A26CA_HUMAN[938-962] 
RFSKYMPSVKVSVFFGGLS KVSVFFGGLSIKKDEEVL 33.47 1994.108826 0.804870817 DDX39_HUMAN[143-160] 
RGGVSLAALKKALAAAGYD KKALAAAGYDVE 64.4 1234.655716 1.002708677 H11_HUMAN[66-77] 
RGQQEREVARLTQERGRAQ RAALMESQGQQQEERGQQEREVA 36.99 2657.257538 -0.559223176 NUMA1_HUMAN[985-1007] 
RHGFEAASIKEERGDEVMV KLVWIPSERHGFEAASI 44.13 1939.031555 1.715804981 MYH10_HUMAN[34-50] 
RHGYIKGIVKDIIHDPGRG KDIIHDPGRGAPLA 39.61 1458.794296 -1.009052478 RL8_HUMAN[46-59] 
RHITLDKTWKGSDHSASLE KGSDHSASLEPGELAELVRS 80.87 2081.038879 0.131184478 SIAS_HUMAN[246-265] 
RIAGEASRLAHYNKRSTIT KAMGIMNSFVNDIFERIAGEASRL 116.72 2668.346481 5.367368931 H2B1B_HUMAN[58-81] 
RIAPEVLRGKTILISAHGN RLLPYWNERIAPEVLRG 38.82 2081.153381 1.884531931 PMGE_HUMAN[164-180] 
RIGVDHVARMTATGSGENS TLATEEAERIGVDHVAR 35.94 1865.959518 2.382688347 CSN6_HUMAN[189-205] 
RIKPVLMMNKMDRALLELQ KMDRALLELQLEPEELYQTFQ 65.87 2593.309738 3.942066715 EF2_HUMAN[159-179] 
RIPERVVHAKGAGAFGYFE KGAGAFGYFEVTHDITKYS 48.53 2090.01091 2.303337259 CATA_HUMAN[77-95] 
RKLDQTIMRKRLDIQEALK KRLDIQEAL 32.79 1084.624023 1.326727022 SMRD1_HUMAN[125-133] 
RLACMEEFQKAVELMDRTE KAVELMDRTEMPCQ 61.16 1706.778976 1.028838546 CKAP5_HUMAN[625-638] 
RLAEEENKAKAEASSGDHP NMFERLAEEENKA 49.83 1579.729996 0.903951943 FKBP4_HUMAN[413-425] 
RLAVTVCINKIDRLILELK KIDRLILEL 37.37 1111.696457 3.557625803 U5S1_HUMAN[259-267] 
RLRMREHVMKNVDTNQDRL KNVDTNQDRLVTLEEFLASTQR 38.8 2576.319427 1.535523879 NUCB1_HUMAN[302-323] 
RMGPVMDRMATGLERMGAN RMVPAGMGAGLERMGPVMDRM 37.06 2261.072342 2.834495775 HNRPM_HUMAN[531-551] 
RMLESYLHAKKYLKPSGNM NERMLESYLHA 34.48 1361.63974 2.66076253 CARM1_HUMAN[265-275] 
RMVTVGRWAKGMSADYEEI KGMSADYEEILDVPKPQKP 34.48 2144.082321 1.665048009 ZCHC9_HUMAN[243-261] 
RNSTEAERNKTRESAKPEI KQLTGGVDVERNSTEAERN 34.82 2102.035202 1.460489338 IF4G3_HUMAN[1178-1196] 
RPGMLDFTGKAKWDAWNEL KQATVGDINTERPGMLDFTG 38.59 2149.047379 6.055241093 ACBP_HUMAN[33-52] 
RQGFGELLQAVPLADSFRH KNAGFTPQERQGFGELLQ 57.52 2019.01738 2.929147643 APEX1_HUMAN[228-245] 
RQLREQYDEKRSQANGAGA KRSQANGAGALSYVSPNTS 48.63 1906.949677 0.322504578 PARN_HUMAN[149-167] 
RSALGPNVTKITLESFLAW KEDEISLEDLIERERSALGPNVT 35.62 2612.329285 4.470339963 ZC3HF_HUMAN[226-248] 
RSGVNSELVKRILNFLMHP KSICEVLDLERSGVNSELV 58.64 2146.093964 4.836694094 DEK_HUMAN[158-176] 
RSVSSRQAQKVATPLPDPM KVTQEIVTERSVSSRQAQ 50.78 2045.086517 -2.990582525 DSG2_HUMAN[901-918] 
RTYTQLVRLIILDEIHLLH IILDEIHLLHDDRGPVLE 46.2 2096.126587 3.94775776 U520_HUMAN[612-629] 
RVGAGAPVYLAAVLEYLTA KGNYAERVGAGAPVY 45.27 1550.784119 1.441206402 H2A1C_HUMAN[37-51] 
RVGNLTVVGKEPESILQVL KNFGLYNERVGNLTVVG 68.96 1878.995193 3.389577591 AATC_HUMAN[259-275] 
RYDDMAAAMKAVTEQGHEL KAVTEQGHELSNEERNLL 92.95 2066.0392 2.459779079 1433B_HUMAN[29-46] 
RYDDMAACMKSVTEQGAEL KSVTEQGAELSNEERNLL 107 2016.012314 3.992039108 1433Z_HUMAN[27-44] 
RYDDMASAMKAVTELNEPL ARLAEQAERYDDMASAM 61.05 1926.856339 1.75051971 1433F_HUMAN[11-27] 
RYDDMATCMKAVTEQGAEL KAVTEQGAELSNEERNLL 95.82 2000.017395 1.544486567 1433T_HUMAN[27-44] 
RYDEMVESMKKVAGMDVEL KLAEQAERYDEMVESM 79.93 1943.860428 3.150431951 1433E_HUMAN[12-27] 
RYGSPGNVSKEYNEFAEVF RLFERYGSPGNVS 33.55 1480.742264 -0.891444806 IPO7_HUMAN[270-282] 
RYNFFTGCPKAKTCTFILR RCQVFEETQIGGERYNFFTGCP 40.7 2694.195526 2.782277651 TCPH_HUMAN[344-365] 
SALRDLIVATIAVKYTQSN KDLPESALRDLIVA 56.8 1538.866776 2.707186915 PUR9_HUMAN[408-421] 
SDDSILRLAKADGIVSKNF AICGAIRRMGESDDSILRLA 39.48 2203.120117 2.530955964 RS21_HUMAN[54-73] 
SEIRDAMMAKAEYLCRIGD KNLGESEIRDAMMA 47.99 1563.738464 1.974754776 PSMD6_HUMAN[93-106] 
SEPGRGAQYIRAAGTCGVL IRAAGTCGVLLR 43.62 1285.728867 1.886089721 RM02_HUMAN[207-218] 
SERISMRQSKVDKLYAGLK ALVADSHPESERISMRQS 35.28 2011.974503 0.848917319 SPTB2_HUMAN[1657-1674] 
SESEILHHEKQYEPFYSSF KELPQLVASVIESESEILHHE 66.98 2386.237961 3.059208729 UBR4_HUMAN[47-67] 
SFASDPILYRPVAVALDTK RPVAVALDTKGPEIRTGLI 92.62 2005.168396 1.843236711 KPYM_HUMAN[106-124] 
SGDRLTRAAKVLEQLTGQT KLCLNICVGESGDRLTRAA 62.3 2132.083023 1.519640635 RL11_HUMAN[19-37] 
SGLYRLKGHKDAITQALFL KDAITQALFLRE 67.41 1403.777237 1.706111153 WDR3_HUMAN[149-160] 
SGPPPESMPKMPPRTPAEA KMPPRTPAEASSTGQTGPQSAL 65 2211.095367 1.815389811 RT18B_HUMAN[237-258] 
SHYALPLGRKKGAKLTPEE NCIVLIDSTPYRQWYESHYALPLGR 79.89 3050.507233 5.398774283 RS8_HUMAN[99-123] 
SILHFAGYNKQNTTLGATQ KQNTTLGATQLSERPACVK 60.62 2101.094971 -2.283571217 PI4KA_HUMAN[1057-1075] 
SKDSFKQLAKLVTSGAESG KLVTSGAESGNLNTSPSSNQTRNSEKFE 81.24 2981.432602 0.094249992 NEDD1_HUMAN[502-529] 
SLALAHADEKSLGTIQQCC KSLGTIQQCCDAIDHLCR 86.13 2174.003082 0.649493099 PRKDC_HUMAN[1119-1136] 
SLDALEPEEKAEDCWELQI KAEDCWELQISPELLAHGRQ 51.54 2379.164093 0.970088615 KIF22_HUMAN[571-590] 
SLDVDSEAKKLLGLGQKHL KVESLDVDSEAK 66.21 1318.661606 -1.677458409 NASP_HUMAN[33-44] 
SLEAAKEKKKEDDDGEIDD KEDDDGEIDDGEIDDDDLEEGEVKDPSDR 31.29 3263.323318 -0.338918303 ZCH18_HUMAN[188-216] 
SLENISSVKKIIKQIISHS KVKEEESLENISSVK 53.73 1717.909744 -0.851034232 RB3GP_HUMAN[791-805] 
SLGVPYEQWKILNEIDAGV KRTIQTAESLGVPYEQW 37.09 2005.026871 3.692219844 F262_HUMAN[305-321] 
SLLGLLTSDKPLQGDGYSG KPLQGDGYSGAKPIPGGQTIGPRNTFNFGS 51.16 3060.541748 1.680421449 RBP2_HUMAN[1074-1103] 
SLNSLRFASKVNQCVIGTA KVNQCVIGTAQANR 65.25 1557.80455 -1.899468069 KIFC1_HUMAN[659-672] 
SLQANVQRLKEYRSKLILF KSTESLQANVQRL 125.21 1472.794678 1.558940994 RL13_HUMAN[105-117] 
SLQQEVEALKERVDELTTD KERVDELTTDLEIL 67.16 1672.888306 3.268598376 DCTN1_HUMAN[329-342] 
SLRNYYEQWGKLTDCVVMR GKLTDCVVMRDPAS 33.67 1547.743607 0.875468 ROA2_HUMAN[45-58] 
SLVPNALDYIRTVKELGNS KRFPELESLVPNALDY 35.99 1889.988678 4.420661403 PRP31_HUMAN[120-135] 
SMDKNKMGLKGPLKTPIAA KGPLKTPIAAGHPSMNL 52.77 1730.950134 -1.178543483 IDH3A_HUMAN[96-112] 
SMGFSARYNFTPDPDFKDL FTPDPDFKDLGALKPL 44.22 1772.934891 -2.961191653 NETO1_HUMAN[154-169] 
SMQINGSVLKNGSLTNHFS KVKNLIESMQINGSVL 60.88 1771.986572 2.535007923 PUR2_HUMAN[777-792] 
SMSNVPYVMNRGSTPYGGV NRGSTPYGGVKLEDLIVKDGLTDVYN 71.79 2822.445038 3.282614852 THIL_HUMAN[164-189] 
SPEVAERACRMMNGMKLSG KGCGVVKFESPEVAERAC 69.65 2021.966278 -1.818032299 HNRPM_HUMAN[692-709] 
SPKEPEQLRKLFIGGLSFE KLFIGGLSFETTDESLRSHFEQWGTLTDCVVMRDPNT 95.94 4286.041275 4.471958801 RA1L3_HUMAN[15-51] 
SQSLRTNENKYQGRDDEAS KETAPGGTESQSLRTNEN 35.82 1917.902786 -0.539130558 RHG18_HUMAN[182-199] 
SQYQQSMDSKLSGRYRRHC KKINEELESQYQQSMDS 58.56 2055.941849 2.443162487 SMAP_HUMAN[74-90] 
SRLQDLLETKALALAQADR KALALAQADRLIAQH 39.72 1617.931427 1.239236699 K1524_HUMAN[647-661] 
SRSNKDMAGKLINEWSRPI KLINEWSRPIFGLTSNY 57.93 2037.068329 3.418147492 IWS1_HUMAN[680-696] 
SSEETEQINKHFHNTLEHL KIREDLPNLESSEETEQIN 72.51 2243.091675 4.34088366 VPS35_HUMAN[749-767] 
SSIMSSHVMKGINLSSGDQ KGINLSSGDQNLAPEIGMQEIALHSGEEPHAEEHL 46.89 3749.795456 1.47101357 SON_HUMAN[1485-1519] 
SSKERNTPRKEDRSASSGA KEDRSASSGAEGDVSSEREP 81.42 2091.93045 -1.203194877 DTD1_HUMAN[190-209] 
SSPFVERLLKKGYEVIYLT KEAESSPFVERLL 67.5 1503.793274 2.214400116 ENPL_HUMAN[547-559] 
SSSSDSMWLSREQTLHTPV SREQTLHTPVMMQTPQLTSTIMREP 55.39 2911.43541 3.177813929 STAG2_HUMAN[1105-1129] 
STGVFTTMEKAGAHLQGGA KIKWGDAGAEYVVESTGVFTTME 106.5 2517.209747 -0.633638099 G3P_HUMAN[84-106] 
STLSHSRMERSVFMPRPQA RSVFMPRPQAVGSSNYASTSAGL 43.24 2382.175018 1.995655216 F175B_HUMAN[327-349] 
STVFPRESGKNCKVCIFSK TVRGSEGLYMVNGPPHFTESTVFPRESG 65.47 3050.455643 -0.259305524 EIF2A_HUMAN[9-36] 
STWEKPQELKEKEKLEEKI NNRTLESTWEKPQEL 34.77 1843.906403 1.952919082 TCRG1_HUMAN[449-463] 
SVAETAQTIKKSVEEGKID KKITESVAETAQTI 65.17 1517.830063 2.161638565 SYAP1_HUMAN[70-83] 
SVEQQADSFKATRFNLETE KMVRESVEQQADSF 47.66 1652.782806 -0.733308693 OPA1_HUMAN[554-567] 
SVKSIFSSEKSKPFAFGNS KSKPFAFGNSSATGSLFGF 50.66 1948.968323 5.592189402 RBP2_HUMAN[2529-2547] 
SWGTPFQQLKQVVEEPSPQ KQVVEEPSPQLPADRFSPEFVDFTAQCLR 61.43 3389.671432 6.546357205 MP2K3_HUMAN[279-307] 
TALDEIRLLKSVRNSDPND KSAEHYTETALDEIRLL 108.96 1988.021423 4.189592679 SRPK1_HUMAN[283-299] 
TAPAAIPETRRNAEFLTCN KRNTNSVPETAPAAIPET 57.62 1894.974823 3.673399728 DSRAD_HUMAN[366-383] 
TAVIGLLWTCIMNAVEWNK KRNDLPETAVIGLLWT 53.3 1825.009766 1.455334678 BZW2_HUMAN[284-299] 
TAVLNQLQEKNHTLQEQVT KNHTLQEQVTQLTE 59.49 1667.847855 0.303984562 EEA1_HUMAN[569-582] 
TDKITLEVAKLIKDDFLQQ KLIKDDFLQQNGYTPYDRFCPFY 50.17 2927.395248 1.621236491 VATA_HUMAN[513-535] 
TDQNAKEEEKMQVDQEEPH KMQVDQEEPHVEEQQQQTPAEN 71.78 2621.166351 -0.933935383 HSP74_HUMAN[521-542] 
TDYTFPLAEKVKAFLADPS KVKAFLADPSAFVAAAPVAA 36.49 1943.088013 3.690517337 RLA0_HUMAN[264-283] 
TEDTGVLNVKKNSDEVKSS KRVTFALPDDAETEDTGVLNV 41.95 2289.148865 4.546231204 MPP10_HUMAN[329-349] 
TEELMAWMRNVLGSRVTNV KETEELMAWMR 51.86 1422.663513 1.742506206 TRAP1_HUMAN[577-587] 
TGHVAINCSKTSEVNCYRC RCGETGHVAINCS 57.26 1459.629639 -1.353082965 CNBP_HUMAN[139-151] 
TGTDLEAVAKFLDASGAKL KERFDPTQFQDCIIQGLTETGTDLEAVA 44.45 3181.523773 5.233027061 BZW1_HUMAN[24-51] 
TGVTKRTPQKLFTPSPEIV KLFTPSPEIVKYTH 68.32 1658.903183 -1.628184229 PNPT1_HUMAN[275-288] 
THQLAELNEKKNERLRAAF KEETPGQRPAVTETHQLAELNE 59.67 2476.21936 5.016518407 SRRM2_HUMAN[108-129] 
THSLFFRSLKDRGFELTFK KDRGFELTF 30.12 1111.566208 3.45098652 OST48_HUMAN[51-59] 
TKNELEKMLKCNEEHPAYL KCNEEHPAYLASDEITTVR 97.01 2232.048065 0.187271953 OPA1_HUMAN[800-818] 
TKPVVSISRTQLVYVVADL KEPSITQGNTEDQGSGPSETKPVVSISR 64.72 2927.44722 0.332029897 COG2_HUMAN[483-510] 
TLLCKHPNMKGVVSGEVER KGVVSGEVERLLF 60.61 1431.808563 2.387889057 CEBPZ_HUMAN[417-429] 
TLLSQNQGGKTFIVGDQIS KALPGQLKPFETLLSQNQGG 49.64 2125.153137 2.544287236 GSTP1_HUMAN[121-140] 
TLNISGPPLKAGKTRTFYG KLRETLNISGPPL 38.48 1436.835083 2.443565056 AMPL_HUMAN[66-78] 
TLSGSELTAKLEPAFLSGL KLEPAFLSGLRCAQPLIRA 36.17 2139.198624 4.281509859 TRRAP_HUMAN[2438-2456] 
TNENNLESAKGLLDDLRND KGLLDDLRNDLDRLFV 32.74 1901.037048 4.767923913 CKAP4_HUMAN[578-593] 
TPELIELRKKKIEEAMDGS KKIEEAMDGSETPQLFTVLPE 48.53 2361.177353 4.958966757 SF3B2_HUMAN[746-766] 
TPEPFAAEAKFFTESRLLQ RREADGSETPEPFAAEA 42.87 1831.833633 0.507142124 SND1_HUMAN[232-248] 
TPGSEVPGDKAAEEQGDDQ KREEDEPEERSGDETPGSEVPGD 41.52 2543.089539 -1.650354789 HNRL2_HUMAN[151-173] 
TPMFDPSLLKEVDWSQNTA KEVDWSQNTATFSPAISPTHPGEGLVLRP 64.05 3133.583267 6.779459229 GNA1_HUMAN[15-43] 
TPTPGASKRKSRWDETPAS KSRWDETPASQMGGSTPVLTPG 63.19 2301.105957 4.392235816 SF3B1_HUMAN[335-356] 
TQASQGTLQTRTQEGSLSA TRTQEGSLSARWPVAGQIRA 37.81 2183.15593 -1.803352635 PRKDC_HUMAN[2618-2637] 
TQTMSSGFETLGSLFFTSN ALESKVQLNSTETQTMSSGFE 31.12 2286.068542 2.88617768 ATMIN_HUMAN[597-617] 
TQVLVASAQKKLLEERLKL KIRTTETQVLVASAQ 50.62 1643.920624 1.861403741 SYHC_HUMAN[403-417] 
TRETLQELYKEFKGDEILA KNTNAETRETLQELY 48.2 1808.890411 2.195268423 PPIL2_HUMAN[198-212] 
TRLRESVVQMGVLMSEEEV EETRLRESVVQ 37.91 1344.699722 -0.699784483 JAD1A_HUMAN[645-655] 
TSDEFEAARKRAKKAKQAF KFQETSDEFEAAR 61.79 1556.710678 0.697624816 SMC1A_HUMAN[1037-1049] 
TSLVKQTLAKLQQQEQREE KLQQQEQREEAQWTPT 46.01 1998.975891 2.151601737 CE170_HUMAN[747-762] 
TSVSGYIYHKLLGHEVEDV KLLGHEVEDVII 34.75 1363.771103 2.763660259 RENT1_HUMAN[455-466] 
TTGKDEDENSTGNKGEQTK DSESAPVKGGTMTDLDEQEDESMETTGKDEDEN 32.23 3588.43631 9.693079937 SMRC2_HUMAN[366-398] 
TTTGVHNLYKMMANGILKV KYPQLLPGIRGISEETTTGVHNLY 47.55 2685.412598 2.124813149 SAHH_HUMAN[142-165] 
TVAECRVLQKLGADAVGMS KLGADAVGMSTVPEVIVARHCG 74.94 2266.156219 1.960147303 PNPH_HUMAN[211-232] 
TVIPVDVMRRAGIKVTVAG KGAEEMETVIPVDVMR 69.73 1802.89064 3.158261446 PARK7_HUMAN[12-27] 
TVKLLDYTEKPLYENLRDI KPLYENLRDILLQGL 63.79 1784.019577 3.926526418 VRK1_HUMAN[314-328] 
TVKQLGSILKTNVRACKAV KNVDILKDPETVKQLGSIL 45.01 2109.204498 2.254404447 XPO1_HUMAN[674-692] 
TVRTSEVLRKKLGELTGTV KTIESETVRTSEVLR 30.11 1746.947556 -0.459086478 TIM44_HUMAN[105-119] 
TYHSDLAEAKKKKLAVGDN KTLSALRSPDVGLYGVIPECGETYHSDLAEA 45.34 3347.634354 0.749185764 IQGA1_HUMAN[641-671] 
VAALCRYTPRRNIPPYFVA RRNIPPYFVALVPQEEELDDQ 42.27 2527.270676 1.708562538 KU70_HUMAN[403-423] 
VAEVIFVGANPKNSVQNQT AKPEYRVGEVAEVIFVGA 30.92 1933.030899 -8.461323618 ASA2B_HUMAN[47-64] 
VCDLPVRAAKFVARKNWVV KTFEVCDLPVRAA 64.4 1504.770798 1.976380725 COPB2_HUMAN[51-63] 
VCITHQEGEKISANENSLA KISANENSLAVRSTPAEDDSRDSQV 66.88 2688.295044 1.527734096 LIMA1_HUMAN[324-348] 
VCRIPTHLFTFIQFKKDLK KAVSEVCRIPTHLF 39.91 1655.881744 2.396306387 RO60_HUMAN[113-126] 
VDFLQGDCTKAKQKLNWKP KYYRPTEVDFLQGDCT 62.23 1990.909485 3.204063293 GMDS_HUMAN[322-337] 
VDGKVESIMKRTALVANTS KRTALVANTSNMPVAA 48.93 1642.882446 2.432310364 VATA_HUMAN[307-322] 
VDKALLGSVKDSIVQGFQW KDSIVQGFQWGTREGPLCDELIRNV 60.26 2916.455231 4.11801281 U5S1_HUMAN[763-787] 
VDTERAMLEKEAERLAHED KTPLHCVMEVDTERAMLE 46.42 2158.022064 0.421219048 ABCF2_HUMAN[156-173] 
VDTPRDVAARIRFQKYRGL KQERLEEMFPDEVDTPRDVAA 55.39 2474.174728 3.469843865 TSR1_HUMAN[476-496] 
VECEEQRLRKLHAVVETLV KLQEVECEEQRLR 51.82 1715.862427 0.759967687 SNX1_HUMAN[312-324] 
VEEESTALQKTDKKEILKK KRGEGEDEVEEESTALQ 96.03 1904.859909 2.589691755 RSF1_HUMAN[789-805] 
VEEVKEEGPKEMTLDEWKA KEMTLDEWKAIQN 40.95 1604.786804 2.305602209 PAIRB_HUMAN[286-298] 
VEEWVASGNKRPHLSVILV KQEVRQEVEEWVASGN 42.89 1886.912231 2.894146273 MTDC_HUMAN[50-65] 
VELYGETKAKVLLSALERL KVLLSALERL 56.13 1140.723007 2.776309394 C1TC_HUMAN[354-363] 
VENGGSLGSKKGVNLPGAA KQKGADFLVTEVENGGSLGS 64.43 2035.022202 4.550318906 KPYM_HUMAN[186-205] 
VEPSVNADLKQMNENSVTH KQMNENSVTHCSENNMPSSDLADE 52.01 2736.106125 9.450291333 SFRIP_HUMAN[427-450] 
VEQPCIQEVKRHMSDNRKS KPHQQEMEVEQPCIQEV 47.82 2107.96666 2.102974437 SFR15_HUMAN[408-424] 
VESAKLIRDKVAGHSLGYG KVAGHSLGYGFVNY 73.49 1510.756866 1.984435793 ELAV1_HUMAN[55-68] 
VETAQGQRFLVSMPSKYRK VLRTPGNNLHEVETAQGQRF 50.14 2265.161423 0.418954689 EIF1A_HUMAN[30-49] 
VEVEVESMDKAGNFIGWLH KAGNFIGWLHIDGANL 47.02 1724.899826 3.638472162 SND1_HUMAN[603-618] 
VEVRKFLALKQTPDFHTVI KQTPDFHTVIGDTVTGLLERC 90.68 2386.195129 6.048541389 NOL11_HUMAN[424-444] 
VFSYHQGLKKWVEVGNSGV KPAYNPYTEPSMEVFSYHQGLK 65.69 2585.226028 1.180941228 SYFA_HUMAN[406-427] 
VGRAYFETEKKHFTILDAP KTVEVGRAYFETE 45.69 1527.756912 1.532966391 ERF3A_HUMAN[138-150] 
VHGEAQRVLRCLPGRNRKE LLAAGDPREEVHGEAQRVL 33.5 2059.081024 1.864423962 ECM29_HUMAN[520-538] 
VIAQLENAAKVLMAPPSMV KVLMAPPSMVNNEQRQH 55.43 1977.987656 -1.493437025 XPO4_HUMAN[20-36] 
VIEAELRSTKHWELTAEGE KSLQALGEVIEAELRST 50.83 1843.005051 3.869224339 SYFA_HUMAN[42-58] 
VIETLLSLEKQTRTASDMV KEGRLQEVIETLLSLE 59.81 1856.025452 2.316778574 PSD12_HUMAN[36-51] 
VIGRVPQATKAEMDAAIAS KWIDIHNPATNEVIGRVPQAT 39.3 2358.244415 3.4886121 MMSA_HUMAN[55-75] 
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VINAHMVLSKANSQPSAGR KIMPLEDMNEFTTHILEVINAHMVLS 40.83 3024.512238 3.224652186 RFA2_HUMAN[145-170] 
VINRIQKLRKKCNLVPTDE KKCNLVPTDEITVYY 31.1 1841.923325 2.18087254 SYIC_HUMAN[1003-1017] 
VIQLQGDQRKNICQFLLEV KFACNGTVIEHPEYGEVIQLQGDQR 85.73 2887.392288 1.570967692 EIF1B_HUMAN[66-90] 
VISQHLVSYRNIEELQQQN RNIEELQQQNQRLLVAL 43.39 2064.143936 3.646063566 TPR_HUMAN[541-557] 
VKDAAKLYKKERWLSLPSQ KERWLSLPSQSEQAVM 32.31 1887.951248 3.244787177 RINT1_HUMAN[627-642] 
VKDRCTLAEKLGGSAVISL NCYEEVKDRCTLAE 43.78 1785.766159 -1.818267181 COF1_HUMAN[138-151] 
VKEQTKGKVKLAAVDATVN KLAAVDATVNQVLASRYGIRGFPTI 33.78 2659.480957 4.736262528 PDIA6_HUMAN[216-240] 
VKIDQRNVKKEFTSHALDS KEFTSHALDSHILDYYENPAI 67.85 2462.175369 4.965121556 THUM3_HUMAN[173-193] 
VKKMQQENMKPQEQLTLEP KPQEQLTLEPYERDHAVVVGVYRPPP 69.88 3016.577042 3.401537523 FBRL_HUMAN[292-317] 
VKSVEMHHEALSEALPGDN KPGMVVTFAPVNVTTEVKSVEMHHE 56.01 2765.388077 4.546920595 EF1A1_HUMAN[273-297] 
VKTEISVESKHQTLQGLAF KHQTLQGLAFPLQPEAQRALQQL 49.7 2614.434326 5.42220543 TWF2_HUMAN[171-193] 
VLAGHGHLYSRIPGLLSPH KVVEVLAGHGHLY 46.19 1420.782684 -0.331507419 FAS_HUMAN[1241-1253] 
VLDPESVELKWSEPNEEEL KEAHQLFLEPEVLDPESVEL 42.08 2321.179062 3.170371524 FEN1_HUMAN[277-296] 
VLDTTGEEPKEIFISNITQ KEIFISNITQANPGIVTCLENHPH 51.96 2731.375168 3.116745037 UBA6_HUMAN[214-237] 
VLHIGSAHNRSAMPFTASP KMNLASEPQEVLHIGSAHN 74.58 2074.026535 2.163424587 PDLI1_HUMAN[103-121] 
VLLSSRSSVTGAERTSAEP VEVLLSSRSSV 32.44 1174.655746 -2.856155952 DMRT3_HUMAN[282-292] 
VLNDPENMEKRRSRESLNV KQRVAEVLNDPENME 48.99 1770.85701 1.046950708 KLC1_HUMAN[499-513] 
VLNKVEVQYKTLPGWNTDI KTLPGWNTDISNARAF 86.13 1789.911118 2.17552702 PURA2_HUMAN[403-418] 
VLQDIQVMLKSDASPSSIR KEVADEVTRPRPSGEEVLQDIQVML 31.52 2837.45929 3.662078972 MCM5_HUMAN[104-128] 
VLSPNMYNSKLWEASGHWQ KRDFTEVLSPNMYNS 46.32 1799.851212 3.095811455 SYTC2_HUMAN[445-459] 
VLSRQLRDWKSQLAVPHPE KSQLAVPHPETQDSSTQTDTSHSGITN 61.11 2865.337692 2.268842524 SPAG5_HUMAN[456-482] 
VLTANIQDLKEEYSRKKET KKQELEVLTANIQDL 32.7 1740.962128 2.943200152 SPC25_HUMAN[92-106] 
VLTEDKCLQRQNRYDGQVA RQNRYDGQVAVFGSDLQE 38.33 2080.99263 0.890920983 UBA1_HUMAN[447-464] 
VMEDRQSGKKRGFAFVTFD KIETIEVMEDRQSGK 74.99 1761.893066 1.786714563 ROA3_HUMAN[151-165] 
VMHNLMDRHDNRAKLRGIR DNRAKLRGIRIIP 32.28 1520.926285 7.985922868 EFR3A_HUMAN[491-503] 
VMNQNLAYYAAMLGEEHTR AAMLGEEHTRSIGPRESA 30.26 1910.926819 -0.43853066 P3H1_HUMAN[345-362] 
VMVDDRLVTMQIWDTAGQE KEVMVDDRLVT 54.38 1303.680588 4.438203693 RAB7A_HUMAN[48-58] 
VNAVDSEHEKNVMNDAWRL KNVMNDAWRL 41.35 1245.628799 1.826386803 IDE_HUMAN[192-201] 
VNIGIDALLELKPFIEELL EDEVNIGIDALL 33.03 1299.655792 -2.860757458 AKA7G_HUMAN[116-127] 
VNQDYGLDPKIANAIMKAA KRAAAEVNQDYGLDP 65.79 1645.805969 -0.495198107 FUMH_HUMAN[100-114] 
VPEANGSAGKRSKKKKQRK KKGQEADLEAGGEEVPEANGSAG 68.04 2242.034912 2.110582656 LYAR_HUMAN[224-246] 
VPGPDCRFLIVAHDDGRWS KDGNVTCEREVPGPDCRFL 43.61 2248.036499 1.557803889 FSCN1_HUMAN[74-92] 
VPVNFAEFSKKCSERWKTM KKNPEVPVNFAEFS 52.62 1604.819839 1.790232106 HMGB3_HUMAN[29-42] 
VQAIATLIEKQAQIVVKPR KQAQIVVKPRMVSEEE 39.75 1869.998199 0.221390588 CCD43_HUMAN[109-124] 
VQANSGAIVKLDETGNLMI KLDETGNLMISEGHFASETIRT 30.05 2448.195465 2.1150272 SPTA2_HUMAN[101-122] 
VQATDREENKQIALGTSKL KLEVQATDREEN 59.95 1430.700104 0.131404198 TOP1_HUMAN[700-711] 
VQELTTEVEKIKTTVKESA RLLHEVQELTTEVE 56.84 1694.883896 1.93877587 DCTN2_HUMAN[105-118] 
VQQGEEFERRIGQPTLLLY KGFLIDGYPREVQQGEEFER 37.47 2396.176056 2.034491576 KAD1_HUMAN[88-107] 
VRGRELTGLKALYETELAD KALYETELADARR 60.29 1534.810303 1.445781277 LMNB1_HUMAN[79-91] 
VRQLAEDFLKDYIHINIGA KDYIHINIGALELSANHNILQ 98.16 2375.259689 5.726952747 DDX5_HUMAN[295-315] 
VRQLAEDFLRDYTQINVGN KEVRQLAEDFL 42.81 1346.719391 2.586284881 DDX17_HUMAN[282-292] 
VRSYSDPPLKFMSVQRPGP KFMSVQRPGPYDRPGTA 46.3 1905.95195 -1.452292646 HNRPF_HUMAN[200-216] 
VSALSRAAQKGFNKVVLKH KTSALSDETKNNWEVSALSRAAQ 78.97 2505.245895 -1.034628978 PRKDC_HUMAN[801-823] 
VSHMYVAIGIISGLGYCFS SFSQEVSHMYVAIG 32.02 1553.71843 3.598464105 MOT7_HUMAN[109-122] 
VSRISEVLQKLQNEILKDL KQGESEVSRISEVLQ 33.08 1687.874054 3.073689051 CKAP4_HUMAN[191-205] 
VSRQQELIEKQRREEELKE KNMVRGLDEDETNFLDEVSRQQELIE 61.93 3106.487671 6.017084882 NIP30_HUMAN[76-101] 
VTHDITKYSKAKVFEHIGK KGAGAFGYFEVTHDITKYS 48.53 2090.01091 2.303337259 CATA_HUMAN[77-95] 
VTKENLLDFIKHNQLPLVI IKHNQLPLVIEFTEQTAP 52.38 2077.120773 5.609206817 PDIA1_HUMAN[229-246] 
VTNRYLSQLKDAHRSHPFI IVLSQHLGKPPEVTNRYLSQL 50.07 2391.327408 1.666856653 COPE_HUMAN[257-277] 
VTPVTGASLRRTMLLLSRS KAERMGFTEVTPVTGASL 35.85 1892.966599 1.318036991 DSRAD_HUMAN[798-815] 
VTQGFAAALKCGLTKKQLD KDNERVVGFHVLGPNAGEVTQGFAAAL 56.56 2795.435486 0.442507082 TRXR1_HUMAN[580-606] 
VTTREVSGIKALYESELAD KEEVTTREVSGI 41.2 1346.704147 1.579411487 LMNB2_HUMAN[61-72] 
VVLYVKEEMKRNDLPETAV KRNDLPETAVIGLLWT 53.3 1825.009766 1.455334678 BZW2_HUMAN[284-299] 
VYELLDSPGKVLLQSKDQI KTKEVYELLDSPG 40.97 1477.766403 1.765502311 PUR6_HUMAN[17-29] 
WEIAQVDPKKTIQMGSFRI KTIQMGSFRINPDGSQSVVEVPYAR 56.31 2778.412292 4.819299151 CNPY2_HUMAN[49-73] 
WGKFLHTKNKLYTDFDEIR KLYTDFDEIRQEIENETERISGNN 49.11 2912.378754 4.311939161 DNM1L_HUMAN[99-122] 
WGRAHKAEGKVRLLADPTG KVRLLADPTGAFG 30.37 1343.756134 0.861763508 PRDX5_HUMAN[146-158] 
WHHFLVVNMKGNDISSGTV KGNDISSGTVLSDYVGSGPPKGTGLH 83.99 2542.266373 2.816778004 PEBP1_HUMAN[93-118] 
WLTELFQQSKVNMQKMLPE KLQDREWLTELFQQS 37.97 1919.974106 5.331321901 IF4G2_HUMAN[683-697] 
WNLKSGRVFIIKSYSEDDI IIKSYSEDDIHRSI 82.7 1674.857666 -2.856362124 YTHD1_HUMAN[393-406] 
WTQLDMFYRNWALKESFIK KDEWTQLDMFYR 41.67 1630.744965 3.071602309 ADPPT_HUMAN[164-175] 
YALRSHSLAKKAQDEGLLS KKAQDEGLLSDVVPF 44.7 1644.872284 3.415462741 ECHB_HUMAN[253-267] 
YCYDNIHFMKAFQKIVVLF KIQEYCYDNIHFM 40.19 1759.769791 2.262227719 BZW1L_HUMAN[203-215] 
YGEIKNIHLNLDRRTGYLK KFAEYGEIKNIHL 43.13 1560.829987 1.162202171 RBM8A_HUMAN[92-104] 
YHELLDRAAKCENSLEQLC RLTEDLEYHELLDRAA 31.91 1942.974808 3.269728446 OSBP1_HUMAN[449-464] 
YIQKNVQLYKMRNGYELSP KMRNGYELSPTAAANF 41.31 1768.856613 1.751979204 PSB2_HUMAN[68-83] 
YLLGSTAEEKAIVQQWLEY KAIVQQWLEYRVTQVDGHSS 48.7 2343.197144 3.836211572 MCA3_HUMAN[68-87] 
YLQALPEMLKLYSQFLGKQ KLKPEYLQALPEML 36.11 1671.92691 3.250142077 GSTM2_HUMAN[122-135] 
YLSNMVGGRKTLYNNQPID KLYTVEYLSNMVGGR 121.39 1728.886871 1.730014873 BLMH_HUMAN[282-296] 
YLTAEILELAGNAARDNKK AGNAARDN 61.2 787.357254 -0.749342179 H2A1B_HUMAN[67-74] 
YMRNGDFLPTRLQAQQDAV TRLQAQQDAVNIVCHS 56.91 1838.905731 2.127895919 PSMD4_HUMAN[24-39] 
YNSNMSPEEKMMKRFALEQ KRFGEYNSNMSPEE 49.73 1686.730743 -0.248409535 NOP14_HUMAN[86-99] 
YPDRIMNTFSVMPSPKVSD IREEYPDRIMNTF 30.78 1682.808609 0.413000026 TBB2A_HUMAN[155-167] 
YPQVDDLLLRRLVKKPERQ KRLPEYPQVDDLLL 45.5 1697.935196 2.848165237 EI2BD_HUMAN[142-155] 
YQAAVDGARKANSTRTWKE NVSNFGRLASTLVHLGEYQAAVDGAR 84.65 2744.399414 4.987247822 CLH1_HUMAN[1220-1245] 
YQLLRQTAIKVTQHLGIVG KVTQHLGIVGECNVQY 45.2 1843.925079 0.89754189 PYR1_HUMAN[654-669] 
YRAWNPFRSKLAAAILGGV KLAAAILGGVDQIHIKPGA 71.06 1871.099243 2.073112912 FBRL_HUMAN[143-161] 
YSLDEVMASKEVFDFLTIL KHSVNNPYSQFQDEYSLDEVMAS 48.22 2687.180939 2.788051929 NLTP_HUMAN[190-212] 
YTLDVYRLSSVVTQHDSKK KEYTLDVYRLS 47.69 1385.719055 2.048755835 SYYC_HUMAN[127-137] 
YVPACLVHRRRRREDQMDG KQGVEYVPACLVHR 49.72 1654.861343 -0.737221886 SURF2_HUMAN[118-131] 
YVYEVVVDRKHVPEEVLAV KHVPEEVLAVLEQEPIILPAWDPMGALA 47.71 3064.630692 5.498541813 BLMH_HUMAN[427-454] 
ADLLDYIKALNRNSDRSIP KFFADLLDYIKA 40.31 1442.78093 3.161949195 HPRT_HUMAN[73-84] 
AEGSKINASKNQQDDGKMF KNQQDDGKMFIGGLSWDTSK 91.84 2254.068832 4.597020221 HNRDL_HUMAN[142-161] 
AEQLIRVYCKKVDRKSLYA KNQVSQLLPEKFAEQLIRVYC 31.56 2562.362793 4.390478987 SAMH1_HUMAN[534-554] 
AERHGYIKGIVKDIIHDPG IVKDIIHDPGRGAPLA 56.18 1670.946777 -0.380024073 RL8_HUMAN[44-59] 
AGMELVACPRLVGAGAAAG RLVGAGAAAGESCPDAPRAPQTSSQRTAA 45.45 2852.39473 -1.118358538 CQ056_HUMAN[481-509] 
AHFIQPAAQKTPTSPLKMK KQTELFAHFIQPAAQ 39.83 1727.89949 3.330054805 SMCA5_HUMAN[97-111] 
AHLDATTVLSRAIAELGIY SRAIAELGIYPAVDPLDSTSRIMDPNIVGSEHYDVARGVQ 34.58 4311.159363 5.663673723 ATPB_HUMAN[386-425] 
AHRIWDTLQKLGAVYDVSH KLGAVYDVSHYNALL 37.16 1661.877686 2.850992007 LPPRC_HUMAN[155-169] 
AKEFVISDRKELEEDFIKS KELEEDFIKSELK 90.54 1606.845352 0.430657499 COTL1_HUMAN[118-130] 
AKGPTLTVYKESFESQFLA KESFESQFLADTERFY 65.41 1995.921402 6.217679708 CUL1_HUMAN[229-244] 
AKYFTDAGLKELSDFLRVQ KELSDFLRVQQSLGTR 42.43 1876.016647 2.198274736 BZW2_HUMAN[240-255] 
ALPYIRDVAKQVKARLREA KFALPYIRDVA 42.78 1291.728836 3.697370429 DCUP_HUMAN[231-241] 
ALQKLEEAKKDYERVLELE KDYERVLELEPNNFEATNELR 50.58 2578.266281 3.351476945 RPAP3_HUMAN[222-242] 
AMPYFIQVMKEYLTKVDKL RHNIMDFAMPYFIQVM 77.03 2011.947052 3.757057122 CLH1_HUMAN[1588-1603] 
ANLPNQVHRKSVKKGFEFT KQQPTQFINPETPGYVGFANLPNQVHR 77.73 3079.562805 4.743205749 SEPT2_HUMAN[3-29] 
ANLPNQVYRKSVKRGFEFT KNLEGYVGFANLPNQVYR 30.71 2081.069397 2.208479932 SEPT7_HUMAN[25-42] 
APGGRLSWGKGSSGGSGAK KITKPGSIDSNNQLFAPGGRLSWG 89.61 2542.329208 2.589751154 IF4G1_HUMAN[1072-1095] 
APRPSTGPHKLRECLPLII KLTGVFAPRPSTGPH 72.18 1563.852173 -2.206730316 RS4X_HUMAN[22-36] 
APVNVTTEVKSVEMHHEAL KIGGIGTVPVGRVETGVLKPGMVVTFAPVNVTTEV 88.23 3520.969177 6.159099643 EF1A1_HUMAN[255-289] 
AVAVKMGATKADFDNTVAI KADFDNTVAIHPTSSEELVTLR 76.97 2442.239059 2.564450018 GSHR_HUMAN[501-522] 
AVDKMAGEVKAFFESHPAP KAFFESHPAPSAERTIQQ 46.54 2043.017365 1.428279588 PSA_HUMAN[869-886] 
AVGPEQGGCKDGGVCLLSG KDGGVCLLSGTKGASFGRLQSM 50.15 2268.135483 2.569952299 MPRI_HUMAN[1851-1872] 
AVLDELKNMKCSVKNDHSA KFINMFAVLDELKNM 60.02 1811.931366 4.247401499 CYFP1_HUMAN[163-177] 
CANTCVECRKPIGADSKEV KFCANTCVECR 59.82 1443.605728 -1.464388759 FHL1_HUMAN[34-44] 
CGADVGGFFKNPEPELLVR KNPEPELLVRWY 31.19 1542.819427 2.531080392 GANAB_HUMAN[653-664] 
CHLAWVNTPKKQGGLGPMN KKQGGLGPMNIPLVSDP 40.21 1749.944733 0.656592165 PRDX1_HUMAN[92-108] 
CIWTESAFRKLDELYGTWR KLDELYGTWR 57.39 1279.656067 2.224816553 RL4_HUMAN[259-268] 
CLQSCVKPLKYAIAVNDLG KYAIAVNDLGTEYVHR 100.78 1847.952972 0.465379808 GLSK_HUMAN[292-307] 
CQLILDPIFKVFDAIMNFK KLPRTFCQLILDPIF 33.01 1860.033157 3.35854228 EF2_HUMAN[284-298] 
CSGSWDKMLKIWSTVPTDE KIWSTVPTDEEDEMEESTNRPR 96.88 2648.202393 -0.498451328 WDR12_HUMAN[214-235] 
DARWVTYFNKPDIDAWELR KPDIDAWELR 35.23 1241.640411 3.296445544 COX5A_HUMAN[62-71] 
DDAVVQSDMKHWPFMVVND IGRRFDDAVVQSDM 49.06 1607.772598 1.674988119 HSP7C_HUMAN[74-87] 
DDSQDKAVLKGGPLDGTYR KGGPLDGTYRLIQFHF 36.67 1847.968262 1.693752033 CAH2_HUMAN[80-95] 
DDVPMTPLRTVMLIPGDKM KWSFDDVPMTPLR 43.82 1590.786453 2.469847535 BCCIP_HUMAN[279-291] 
DEDLADYLYKQPAEHLQLL KQPAEHLQLLEEAA 34.33 1575.825623 2.57706179 MCM5_HUMAN[90-103] 
DEDLRTVLRRSGCKNEKIA KYTGEDFDEDLRTVLR 46.83 1955.958862 1.820079179 DYHC1_HUMAN[2966-2981] 
DELPHYALLKELLIQIFST KELLIQIFSTPRYHP 45.39 1841.019928 1.756634978 BXDC2_HUMAN[182-196] 
DENDVITCFANFESDEVEL KGIKTCNCETEDYGEKFDENDVITCF 76.2 3171.347122 1.330664805 HNRPU_HUMAN[383-408] 
DENLNYPEQKVVTVGQFKI KTLAGDVHIVRGDFDENLNYPEQ 77.8 2629.277237 1.838908401 VPS29_HUMAN[50-72] 
DFIESCLRNKHEMVVYEAA KQLEEEDGSRDSPLFDFIESCLRN 54.24 2883.334473 4.64358198 COPG_HUMAN[238-261] 
DGKRFQNVAKEGVKFDESE KEGVKFDESE 40.62 1166.545517 2.078787295 ENPL_HUMAN[593-602] 
DGSSTSTSIKVKKTENGDN KRPLIVFDGSSTSTSI 54.33 1706.920303 0.40482265 ASHWN_HUMAN[98-113] 
DICAASYRPIYRGKPVEKC KNPTDAYQLNYDMHNPFDICAASYRP 71.52 3100.380707 4.268508048 COPA_HUMAN[1150-1175] 
DISNLDRLGKSEVELVQLV KRGTGGVDTAATGGVFDISNLDRLG 92.15 2476.267044 3.254091686 KCRU_HUMAN[352-376] 
DLGLYNEAVKIIHDFPQFY KIIHDFPQFYPLGIVQHD 72.42 2166.126221 4.663163163 RFA3_HUMAN[104-121] 
DLLVKNLNGKSYSMIVNNL KSYSMIVNNLLKPISVEGSSK 51.12 2293.235123 2.585430487 CYBP_HUMAN[123-143] 
DMAVNEIFFDRYPDSILEH DRYPDSILEHQIQVRPFNAL 62.69 2410.239319 3.660632341 MCM4_HUMAN[247-266] 
DNSYSLWRSKSVYYRVYYT KFDNSYSLWRS 44.14 1401.667694 1.218548453 GCP60_HUMAN[507-517] 
DPTGLERAAKAARELEHSR KWSNFDPTGLERAA 48.87 1590.779037 2.373051135 ATD3A_HUMAN[46-59] 
DPVQIEQEMQSKLPLWEFL ALQDQKNFDPVQIEQEM 33.2 2031.957138 -1.302192822 SPG17_HUMAN[535-551] 
DQDDWGAWQKFTASAGIQV KSFIKDYPVVSIEDPFDQDDWGAWQ 75.84 2984.386871 0.938216163 ENOA_HUMAN[281-305] 
DQRVMEHFIKLYKKKTGKD VVATNGDTHLGGEDFDQRVMEHFI 32.55 2686.244598 5.154035493 GRP78_HUMAN[244-267] 
DRGASIVEDKLVEDLRTRE KMVEGFFDRGASIVED 55.21 1798.855988 2.549398079 DHE3_HUMAN[68-83] 
DRLNTGILNKHLQDLMEGL KHLQDLMEGLTA 34.45 1354.691467 2.640453629 TOP1_HUMAN[575-586] 
DTQSGFSINSQVFAADGAS SQVFAADGASTETSASGTSQGEASTPEESRDGKKD 53.66 3487.545883 1.037118972 HUWE1_HUMAN[2011-2045] 
DVGPRYTQLQYIGEGAYGM KGQPFDVGPRYTQL 30.08 1604.8311 1.859385701 MK03_HUMAN[32-45] 
DVVLLDVWNKEDTVQVSTL KEDTVQVSTLLRPPHCP 38.86 1976.014954 2.610304132 FKB10_HUMAN[152-168] 
DWLLGEIESKFNQAIAHPG KFNQAIAHPGEMVGALA 51.1 1752.898102 1.849508535 RPB1_HUMAN[1075-1091] 
DYEQFRDLQMQVTASDSGS MQVTASDSGSPPLSSNV 34.13 1691.767242 9.841779405 PCDG9_HUMAN[530-546] 
EDCLGGGKPKALAAADRLQ KISYSNPVRQPLYEFEDCLGGGKP 64.04 2753.348282 4.590774107 ATG7_HUMAN[389-412] 
EDELVPLFEKAGPIWDLRL KAGPIWDLRL 49.74 1167.676407 1.109040135 HNRPQ_HUMAN[184-193] 
EDEYSEYLKHNVRGVVSMA HNVRGVVSMANNGPNTNGSQFF 31.61 2346.092377 8.99538322 PPIL3_HUMAN[81-102] 
EDITLESERKRIFKDFMHV KEPAFEDITLESER 83.66 1662.810043 2.490362635 PR40A_HUMAN[776-789] 
EDKVSIWERKLAELDEYLQ KLAELDEYLQNLNHIQR 107.64 2096.101395 0.710366399 DYHC2_HUMAN[1331-1347] 
EDRVGTIKSKVVGDRENGS KVVGDRENGSDNLPSSAGSGDKPLSDPAPF 56.04 3012.442474 3.966216817 TPD54_HUMAN[177-206] 
EDVVNQSSPKNCTVYCGGI KQLRFEDVVNQSSP 47.9 1645.842377 2.002014316 TIAR_HUMAN[189-202] 
EEGASENNAKESSPEKEAE KESSPEKEAEEGCPEKESEEGCP 52.03 2621.074448 -1.013706422 HTSF1_HUMAN[450-472] 
EELCAELLQKIEVPLYSLL KMNRSQFEELCAELLQ 54.71 1994.955338 2.814098087 HS105_HUMAN[300-315] 
EELCSDLFRSTLEPVEKAL RFEELCSDLFR 43.13 1470.692535 2.86871654 HSP71_HUMAN[301-311] 
EELDSVPLVKSSAGDTEFV KSSAGDTEFVHQNSQEIQR 33.59 2160.019562 0.587957638 PJA2_HUMAN[240-258] 
EELNMDLFRSTMKPVQKVL KFEELNMDLFR 65.38 1440.707108 2.64037012 GRP78_HUMAN[326-336] 
EFFCAQSFSKNFGLYNERV KNFGLYNERVGNLTVVG 68.96 1878.995193 3.389577591 AATC_HUMAN[259-275] 
EGKPLLQRHRLVNACLAEE RLVNACLAEELPHIHAFEQ 48.69 2246.126587 0.714118256 BOLA2_HUMAN[54-72] 
EGNALLRRLVRIGVLDEGK VRIGVLDEGKM 36.03 1215.664536 2.341928974 RS9_HUMAN[82-92] 
EHAHNMRVMKFSVSPVVRV KFSVSPVVRVAVEA 40.79 1486.850769 1.913440178 EF2_HUMAN[498-511] 
EHDSVELNCKMKFAVYLPP KVFEHDSVELNC 59.43 1475.671478 1.494912677 ESTD_HUMAN[17-28] 
EIIDDHRAGKIVVNLTGRL HGYIGEFEIIDDHRAG 64.59 1827.854004 1.482065851 RS15A_HUMAN[44-59] 
EKPFLWLARKLIGDPNLEF KSNYNFEKPFLWLAR 52.47 1911.999512 2.692992319 RAN_HUMAN[152-166] 
ELAVDAVHRKASEPAGGPR KFELAVDAVHR 57.09 1283.698608 0.609956259 ATX2L_HUMAN[155-165] 
ELEDGTSSYKDFAMSKNNR KQHSVVPSQIFELEDGTSSY 37.02 2250.080444 5.087818096 HNRLL_HUMAN[408-427] 
ELLCSPLFNKCIEAIRGLL KCIEAIRGLLDQNGFTADDIN 67.29 2362.158691 2.929523756 HSP7E_HUMAN[310-330] 
ELLSHTVEEKIIIDKEYYY KIIIDKEYYYT 35.11 1447.759842 0.774990414 CSN6_HUMAN[97-107] 
ELSGIPPAPRGVPQIEVTF KDNNLLGRFELSGIPPAP 41.18 1937.037033 2.860554499 HSP71_HUMAN[451-468] 
ENPVLQQHFRNLEALALDL YRSDSFENPVLQQHF 52.21 1865.869659 2.976092126 KU70_HUMAN[473-487] 
ENQTPAHVYYRWKLYSILQ RFLFENQTPAHVY 31.65 1620.804871 2.653619863 SR140_HUMAN[460-472] 
EPRSLITSDKGFVTMTLES KGAVDALAAALAHISGASSFEPRSLITSD 103.9 2854.482452 6.004591126 DDX50_HUMAN[556-584] 
EPSTESLQFLLDTCKVLVI KFLERSGPFTHPDFEPSTESLQF 37.76 2695.29184 0.991358324 UBA3_HUMAN[43-65] 
EQGELYLREKFENSIESLR KFENSIESLRLF 53.61 1481.787796 3.47418167 LACTB_HUMAN[297-308] 
ERCSEGVFLLTTTPRPVIV KAFERCSEGVFL 30.07 1441.702377 2.703054432 SFPQ_HUMAN[426-437] 
ERDLAALGDKVNSLGETAE KVNSLGETAERLIQSHPESAEDLQE 40.89 2779.362381 2.921893185 SPTA2_HUMAN[1288-1312] 
ERIAGEASRLAHYNKRSTI KAMGIMNSFVNDIFERIAGEASR 141.28 2555.262421 4.797941651 H2B1B_HUMAN[58-80] 
ERLQIIPGAKHGNIQVGCV KHGNIQVGCVDCSMQQG 52.88 1916.829163 0.171637622 DMXL1_HUMAN[54-70] 
EVSSDRRTGKPIAVKLVKI KVGDDVEFEVSSDRRTG 73.65 1894.9021 2.681405018 CSDE1_HUMAN[64-80] 
FAPWCGHCQRLQPTWNDLG RLQPTWNDLGDKYNSMEDA 55.84 2252.016769 4.194018504 TXND5_HUMAN[94-112] 
FEREVKMGAKLLQDVRQDL KLLQDVRQDLADVVQVCEGK 53.72 2312.215836 2.991935222 DYHC1_HUMAN[4422-4441] 
FKCPQCNNRKEFPQEMLRM KEFPQEMLRMGIHI 33.19 1743.880005 7.326765582 PHF7_HUMAN[211-224] 
FLFCSEFCPKIKSTNPGIS KIKSTNPGISIGDVAK 90.76 1626.93045 -1.086709023 HMG4L_HUMAN[46-61] 
FMEKRAKYAKLHPEMSNLD KLHPEMSNLDLT 45.44 1396.702026 3.041450446 UBF1_HUMAN[132-143] 
FPALQGAQTKMSASDPNSS KPALLHSTFFPALQGAQT 55.88 1926.036331 3.115725235 SYWC_HUMAN[331-348] 
FQKDRKMALIQMGSVEEAV IQMGSVEEAVQALIDLHNHDLGENHHL 74.71 3018.461746 3.271202629 PTBP1_HUMAN[496-522] 
FQKRSELIAKIPNFWVTTF KIPNFWVTTFVNHPQVSALLGEEDEEALHYL 63.91 3595.798721 4.144280911 SET_HUMAN[90-120] 
FREVLLEVQKHLDLSNVAG KHLDLSNVAGY 32.67 1215.624771 1.670745816 PACN2_HUMAN[253-263] 
FRNGDTASPKEYTAGREAD KEYTAGREADDIVNWLK 62.85 2007.006119 5.149461131 PDIA1_HUMAN[114-130] 
FSGLFGGSSKIEEACEIYA KVKNSQSFFSGLFGGSS 40.45 1775.884262 6.178330556 SNAA_HUMAN[20-36] 
FTNGLTLGAKKCSVIRDSL KDREGFFTNGLTLGA 47.46 1624.820923 3.065568599 PROF2_HUMAN[54-68] 
FTQFDAVCLTCCSRDVIVK TCCSRDVIVKVDQICH 62.23 1988.923065 0.552560337 SAE1_HUMAN[132-147] 
FVAVEREEWKFDTLCDLYD KQFFVAVEREEW 46.94 1566.783066 2.639803869 IF4A3_HUMAN[252-263] 
GAAEVQRFNRDVDETISWI KLFGAAEVQRFN 44.2 1378.735718 2.461675545 SPTA2_HUMAN[250-261] 
GAHTYELLAKPGQFIHTNW KPGQFIHTNWTGHGGTVSSSSYNA 65.89 2532.178223 0.616465297 6PGD_HUMAN[460-483] 
GDINYQEFAKRLWGDIYFN KRLWGDIYFNP 30.61 1407.729904 -0.484467935 U5S1_HUMAN[341-351] 
GEDMDDERLKDLFGKFGPA KNFGEDMDDERL 66.56 1467.62999 3.818401122 PABP1_HUMAN[196-207] 
GEGPAERRERLRNILSVVG RALGEPITLFGEGPAERRE 43.02 2097.096664 0.337132767 PRP4_HUMAN[113-131] 
GESDELIGQKVAHALAEGL KVAHALAEGLGVIACIGE 56.67 1806.966187 0.11400324 TPIS_HUMAN[113-130] 
GFPEGSVELYAEKVATRGL KRFGFPEGSVEL 35.41 1364.708847 2.319175996 RS3_HUMAN[75-86] 
GGELHEDGGKLFCTSCNVV KTALYVTPLDRVTEFGGELHEDGG 39.42 2603.286758 2.533335976 CGBP1_HUMAN[16-39] 
GGGNPELLTQMVSKGFLGR KVFGERFGGGNPELLT 39.93 1719.894424 -0.732603108 ECHA_HUMAN[605-620] 
GGLDMLAEKLPNLTHLNLS KLELSENRIFGGLDMLAEK 41.23 2162.140488 2.702877094 AN32B_HUMAN[68-86] 
GGSTKASSQIIRELLHAQC KMLMNIEKVQIHFGGSTKASSQ 32.51 2449.245728 1.520468101 QRIC2_HUMAN[1501-1522] 
GHPVVESLRKQLGQDPFFD DVMDGHFVPNITFGHPVVESLR 67.83 2465.216202 3.294234393 RPE_HUMAN[37-58] 
GIPCELRVTSAHKGPDETL KACGNFGIPCELRVT 60.43 1720.838898 1.81074475 PUR6_HUMAN[286-300] 
GIVEGLMTTVHAITATQKT KVIHDNFGIVEGLMTT 61.97 1772.913116 3.687715964 G3P_HUMAN[162-177] 
GKLERVKKLKDYAFVHFED KDYAFVHFEDRGAAV 32.48 1723.831818 2.44455402 HNRPR_HUMAN[374-388] 
GKRLNVCVSKQHSVVPSQI KQHSVVPSQIFELEDGTSSY 37.02 2250.080444 5.087818096 HNRLL_HUMAN[408-427] 
GKRYTIYSPKDGQPCMDHD KDGQPCMDHDRQTGEGVGPQEYTLL 48.51 2830.26506 -2.697980521 SYLC_HUMAN[243-267] 
GLNVSSISRKSEDDEKLKK RFGLNVSSISR 34.67 1234.678207 1.930867481 HCC1_HUMAN[156-166] 
GLSNHLVWSKLRASILNTW KLRASILNTWISL 40.53 1513.89801 3.006807572 PUR6_HUMAN[401-413] 
GLVFTWLACKGQGSMDEGT KGQGSMDEGTADERAPLIRT 50.16 2131.032761 -1.759240904 SCRB2_HUMAN[459-478] 
GMLKGLVGSKSLSREDMES KSLSREDMESVLD 37.14 1507.718796 1.97516938 SRPR_HUMAN[331-343] 
GNPGEKLVKKKWNLDELPK KKWNLDELP 32.12 1141.613129 -2.238061157 DDX5_HUMAN[44-52] 
GPDKCGEDYKLHFIFRHKN KTPYTIMFGPDKCGEDY 51.3 2020.891052 4.908725777 CALX_HUMAN[182-198] 
GRPVIVAYKKNLVEQHIQD KNLVEQHIQDIVVHY 53.97 1833.973724 1.597623762 RPN1_HUMAN[414-428] 
GRTLAEINANRADAEEEAA NRADAEEEAATRIPA 78.37 1612.780457 1.157628115 DC1I2_HUMAN[624-638] 
GSDLQEKLGKQKYFLVGAG KQKYFLVGAGAIGCELL 62.12 1866.007324 4.039641165 UBA1_HUMAN[468-484] 
GTGSDHIREKDGLWAVLAW KLSLCGEESFGTGSDHIRE 119.05 2120.979675 2.950994804 PGM1_HUMAN[370-388] 
HDFLGDSWGILFSHPRDFT ILFSHPRDFTPVCTTELGRAA 63.94 2387.205612 3.619294441 PRDX6_HUMAN[35-55] 
HDMMPKYLNFVKGVVDSDD FVKGVVDSDDLPLNVSRETLQQH 39.07 2595.3293 1.36437407 ENPL_HUMAN[432-454] 
HGTVKAENGKLVINGNPIT KLVINGNPITIFQERD 100.65 1856.015579 2.049012973 G3P_HUMAN[66-81] 
HIRHNYPWNKLPANVRQSL KLPANVRQSLGNSQREYE 35.14 2088.071167 -0.342421279 F91A1_HUMAN[17-34] 
HMQTEDRTMKSVNDQPSGN KLTATPTPLGGMTGFHMQTEDRTM 65.48 2620.244781 1.160960236 SF3B1_HUMAN[430-453] 
HNTLEHLRLRRESPESEGP RRESPESEGPIYEGLIL 40.81 1943.995209 4.524188105 VPS35_HUMAN[780-796] 
HPFIAGPYNRLVGEIMQET RLVGEIMQETGTRINIPPPSVNR 44.07 2576.385666 1.624368609 VIGLN_HUMAN[243-265] 
HQPRNLLLALVGEVGELAE AEFAAERDWEQFHQPRNLLLA 36.78 2540.256012 4.322398982 XTP3A_HUMAN[39-59] 
HRYIFRSEKKVGIQELGPR KVGIQELGPRFTL 37.1 1456.840195 2.256252958 RPF1_HUMAN[302-314] 
HSTGAPGDAKSEVVPLSGM KSQEEAAHTSGQPFHSTGAPGDA 46.34 2309.030869 -1.467282246 SKT_HUMAN[850-872] 
HTELERLPAKDIQTNVYIK LLSQNRVAEFHTELERLPA 54.72 2222.180725 2.761701571 PSMD8_HUMAN[106-124] 
HVIRINKMLSCAGADRLQT SCAGADRLQTGMRGAF 37.38 1696.777359 2.595508466 RL10L_HUMAN[104-119] 
HWSGNEQMTKYEMACAIAD KGTFHWSGNEQMT 45.74 1521.667068 -0.7071192 MAT2B_HUMAN[245-257] 
ICHDQETIKKLFENLRNYD KASYFICHDQETIK 45.05 1738.834839 -0.728073749 PGM2_HUMAN[478-491] 
IGGEEGMAEKLITQTFSHH KLITQTFSHHNQLAQ 52.39 1764.927109 0.545631599 NUDC_HUMAN[53-67] 
IHRGIELTLQIQSDTGVRA IHRGIELTL 35.76 1050.618561 1.801795695 GLYC_HUMAN[425-433] 
IIDDKGILRQITVNDLPVG RGLFIIDDKGILR 62.51 1514.89328 3.57913001 PRDX1_HUMAN[128-140] 
IIDGKGVLRQITVNDLPVG RGLFIIDGKGVLR 49.3 1442.872162 0.498311645 PRDX2_HUMAN[127-139] 
IKFDTGNLCMVTGGANLGR KITDFIKFDTGNLC 51.09 1670.833801 3.747230871 RS4X_HUMAN[168-181] 
IKGTDYQLSKEYTLDVYRL KEYTLDVYRLSSVVTQHDS 79.31 2239.112076 3.089617565 SYYC_HUMAN[127-145] 
INYEVGDSKKLFFHVKEVQ KDQFGFINYEVGDSK 46.83 1745.826065 2.352468028 CSDE1_HUMAN[682-696] 
IPAGWDNDKKIGILHENFQ KIGILHENFQTL 52.65 1411.782333 1.805519123 DC1L1_HUMAN[332-343] 
IPKPPVPEIKVVSNLPAIT KLDALSNFHFIPKPPVPEI 53.64 2161.193542 4.025553395 MPP10_HUMAN[506-524] 
IPLVIYLGFKRGADPGMPE KRGADPGMPEPTVLSLLWG 56.27 2023.056076 3.186268575 TOM7_HUMAN[37-55] 
IRNSRPLVKKVEEDEAGGR KVEEDEAGGRFVAFSGEGQSLR 59.41 2367.145493 2.416834967 UFD1_HUMAN[280-301] 
ISVRQQFLLKVVSAAVQAQ KVVSAAVQAQHSAT 61.23 1395.747025 -0.072362683 RBGPR_HUMAN[1219-1232] 
ITDPVVLSPKDRVRDVFEA KKYEQGFITDPVVLSP 34.69 1819.972 1.754972055 IMDH2_HUMAN[108-123] 
ITNSEEVRLRSFTTTIHKV KDLVVPEKWEESGPQFITNSEEVRL 76.8 2928.486877 4.174169294 MD2L1_HUMAN[159-183] 
ITQLLPVKRKLGFYEWTSR KGVACNPACFITQLLPVKR 39.21 2171.170731 3.260913524 AGAL_HUMAN[374-392] 
KDLGALKPLPACEFEMGGS FTPDPDFKDLGALKPL 44.22 1772.934891 -2.961191653 NETO1_HUMAN[154-169] 
KDPLKDGEAKIKSDYAQLL KIKSDYAQLLEDMQN 48.63 1794.882156 2.121587753 VATA_HUMAN[596-610] 
KGLNDKVKKKALTSFERDS KALTSFERDSIFS 36.25 1499.761993 1.752944809 ECHA_HUMAN[415-427] 
KGPAASTQEKNPRESTGNM KNPRESTGNMVTGQTVC 45.06 1877.872391 -1.159290701 CND1_HUMAN[580-596] 
KHLNEIDLFHCIDPNDSKH KHLNEIDLF 32.85 1127.597488 -0.74139931 TEBP_HUMAN[48-56] 
KKHGVYNPNKIFGVTTLDI KIFGVTTLDIVRA 101.91 1431.844955 2.889279307 MDHM_HUMAN[165-177] 
KLITEDVQGKNCLTNFHGM KNCLTNFHGMDLTRD 92.92 1820.829788 3.429205762 RS3A_HUMAN[94-108] 
KNGKITSIVKDSSAARNGL KDSSAARNGLLTEHNICEINGQNVIGL 42.06 2922.461731 2.323725894 SDCB1_HUMAN[223-249] 
KQFNKLTEDKADVQSIIGL KADVQSIIGLQRFFE 51.99 1749.94136 2.453796509 TIF1B_HUMAN[779-793] 
KQIGIIKTNKKTGQPMINL KKTGQPMINLYTDRETG 55.59 1950.983292 2.353684944 FUS_HUMAN[315-331] 
KRKRVAAFRKNLIEMSELE KNLIEMSELEIKH 49.88 1582.838821 1.542165865 SNX5_HUMAN[374-386] 
KYHHVGKLLKEGEEPTVYS KEGEEPTVYSDEEEPKDESAR 74.93 2423.061172 -1.208801509 PGRC1_HUMAN[172-192] 
LDLSQCQLEQLSPTAFNSL RNLTFLDLSQCQLE 31.21 1735.856308 -9.405732447 TLR4_HUMAN[496-509] 
LEPHLVRMAKVDQNRVRYM KLLQVASPFLEPHLVRMA 82.05 2048.160461 2.749784554 NU155_HUMAN[1051-1068] 
LESGKTNLRRCTYLVLDEA RCTYLVLDEADRMLDMGFEPQIR 36.25 2827.34552 5.143340245 DDX17_HUMAN[239-261] 
LGDSWGILFSHPRDFTPVC SHPRDFTPVCTTELGRAA 57.23 2013.96907 1.669340433 PRDX6_HUMAN[38-55] 
LGLHSKLASKYLHVGYIVP KYLHVGYIVPPAPE 45.48 1581.855499 2.201844607 SNX2_HUMAN[197-210] 
LGLYEKLSEKHSQNGFIVP KHSQNGFIVPPPPE 37.5 1545.793976 -0.351922707 SNX1_HUMAN[200-213] 
LHEQEENVVKIQAFWKGYK KSFLHEQEENVV 35.45 1457.715042 -0.404743028 IQGA2_HUMAN[684-695] 
LHPEEFEHMKEIVVLETLE KAADLNGDLTATREEFTAFLHPEEFEHM 46.18 3218.497849 6.326864567 RCN1_HUMAN[176-203] 
LIDKNGCVVKRYGPMEEPL KRYGPMEEPLVIE 31.39 1559.801727 1.016154792 GPX4_HUMAN[178-190] 
LINGPEIMSKLAGESESNL KLAGESESNLR 38.15 1202.625473 0.257769361 TERA_HUMAN[277-287] 
LIRTGSVGRNRAEASLERA NRAEASLERAQNLNP 34.85 1681.849533 -0.403722204 SAE1_HUMAN[90-104] 
LKKVGFSPKKDIHFMPCSG KDIHFMPCSGLTGANI 58.56 1759.838562 2.171790119 ERF3B_HUMAN[383-398] 
LKSDLFLKHKRTEEEEEDL KRTEEEEEDLPDAQTAA 64.96 1930.875549 2.79821245 RGS10_HUMAN[148-164] 
LLDLLNATGKDSLTLVFVE KRSFLLDLLNATG 48.34 1446.819443 3.869867817 DDX3X_HUMAN[427-439] 
LLEKQHELIKLIIQKMEII FLLEKQHELI 33.61 1268.712845 -9.374855821 TRPA1_HUMAN[1056-1065] 
LLLSNFTGLKLHFLAPSEE KLHFLAPSEEDEMND 51.52 1773.787933 2.136106538 OGFD1_HUMAN[364-378] 
LLQHNIRKSKRNLQDNFQE KRNLQDNFQEDPIQM 45.68 1874.89447 2.491873583 STAT1_HUMAN[87-101] 
LLVDEKMAYVDMATVVCSI VDMATVVCSILGVCLVMI 30.02 1994.991333 3.037607181 TMM22_HUMAN[221-238] 
LMACEKPGKKSIAACHNVG KSIAACHNVGLLAHDGQVNEDGQPDLG 37.19 2814.33551 -0.816178452 CA163_HUMAN[106-132] 
LNKKDLFEEKITHSPLTIC KITHSPLTICFPEYTGAN 57.45 2048.003708 2.224117067 GNAI2_HUMAN[278-295] 
LNKMKIMVIKDIEREDIEF KDIEREDIEFIC 53.56 1565.739532 2.145950799 TCPD_HUMAN[326-337] 
LNPNDPYHAYYRHKVSEFK KFNFLNPNDPYHA 53.75 1575.747009 1.646837966 SF3A1_HUMAN[80-92] 
LPEFLVSTQKTYGADLASV KTYGADLASVDFQHASEDAR 60.56 2180.013412 2.087143123 ILEU_HUMAN[110-129] 
LPLAERMVEKMVKEDKIEA KTMFLPLAERMVE 48.42 1563.815277 2.030290947 CL030_HUMAN[170-182] 
LQCTVPCRYKASQRLISQD KMVEFLQCTVPCRY 43.71 1829.862671 3.787715936 NMD3_HUMAN[207-220] 
LQDYFDGNLKRYLKSEPIP KALERFLQDYFDGNL 62.63 1827.915527 3.257809189 PDIA3_HUMAN[347-361] 
LQERIKVNGKAGNLGGGVV KAGNLGGGVVTIERS 128.48 1456.799789 -0.094041749 RL22_HUMAN[52-66] 
LQEYIVNRNKKIEKRRQEL KLPDKTVEFLQEYIVNRN 82.52 2205.179337 0.755040632 AKAP8_HUMAN[424-441] 
LQEYVANLLKSAFPHLQDA KSAFPHLQDAQV 31.11 1339.688446 1.736224573 XPO1_HUMAN[983-994] 
LQKALEILRKDFSELRSAG KDFSELRSAGVEQLMY 45.61 1871.908722 3.099510105 FA50A_HUMAN[236-251] 
LREYFERLEKEEAKQIQNL LREYFERLE 35.22 1253.640396 2.302095568 KAP0_HUMAN[50-58] 
LRPYTVPNKKGTRLGRYRC KLDFLRPYTVPNK 41.23 1589.892944 1.905788696 PSB7_HUMAN[225-237] 
LSDEIKEERKIQKHKTLPK KAFVDFLSDEIKEER 97.93 1824.925751 3.145881413 C1QBP_HUMAN[80-94] 
LSQFEMQSRKTTQSGQMSG KQFLSQFEMQSR 38.36 1527.750381 1.252167909 CPSF6_HUMAN[161-172] 
LSRSLDDALKLTEQPELAN KEPPQGAHFLSRSLDDAL 31.64 1980.00647 1.406056012 DYR_HUMAN[81-98] 
LSSFRDSCQKFYQAEMEEL KSCDFLSSFRDSCQ 79.61 1735.729416 1.011678424 SPB6_HUMAN[98-111] 
LTCINQPQFRAVLGEVKLC RAVLGEVKLCE 56.45 1272.685989 3.578258926 EF1G_HUMAN[201-211] 
LTLENEIFRKKNHVCQYYI KNIAIEFLTLENEIFR 112.24 1949.062164 6.356903453 SMC4_HUMAN[302-317] 
LTLHDYLLRNFNLFRLEST KLNLQFLTLHDYLLR 50.83 1886.077774 1.297401429 AQR_HUMAN[454-468] 
LTQALNHMYKLRTNLQPLE KLRTNLQPLESTQSQDF 71.09 2004.027603 3.817811685 PSF2_HUMAN[169-185] 
LWNVFQRVDKDRSGVISDT KDRSGVISDTELQQAL 30.35 1758.911179 1.276357798 PDCD6_HUMAN[37-52] 
LYRAYLAQRKFGVVLDEIK KFGVVLDEIKPSSAPELQAVRMF 33.25 2560.372314 3.58424435 COPE_HUMAN[65-87] 
MALSQDIQKTIKKTARREQ KELQRSFMALSQDIQK 36.92 1921.009094 1.596556731 CAPR1_HUMAN[110-125] 
MATENIIMAMVKAGGSRQD RIRQELPFMATENIIMA 33.85 2032.059738 4.770529044 PUR8_HUMAN[372-388] 
MQDPDEEHLKKSSQVPRTE RILAHLTGTEFMQDPDEEHL 36.31 2351.121582 3.045780386 PDLI7_HUMAN[168-187] 
MTDPIRILVKRDELTLEGI KRDELTLEGI 56.31 1172.640076 0.03240551 IF4A3_HUMAN[242-251] 
MTKDLAACIKGLPNVQRSD KGLPNVQRSDYLNTF 44.57 1750.900223 2.033810924 IDHC_HUMAN[381-395] 
MVVNDAGRPKVQVEYKGET HWPFMVVNDAGRP 31.03 1524.729614 2.622104249 HSP7C_HUMAN[89-101] 
NEVFNDVRLLLNNDNLLRE KFITHAPPGEFNEVFNDVRL 71.83 2329.185516 2.57085576 CAZA1_HUMAN[19-38] 
NHEILREAYALCHCLPVLS KASEAGEVPFNHEILREAY 65.57 2159.064682 5.141115082 CSN6_HUMAN[243-261] 
NNPTTEFRYKLLRAGGVMV KLTFNNPTTEFRY 54.34 1629.815094 3.037154349 ENL_HUMAN[121-133] 
NPFVTSDRSKNRKRHFNAP MKFNPFVTSDRS 34.2 1427.686737 1.628508509 RL26L_HUMAN[1-12] 
NQKKKKKKTKKIFDIDEAE KKIFDIDEAEEGVKDL 58.77 1847.95163 2.31174882 IF2BL_HUMAN[86-101] 
NRIGKVGNQKRVVGVLLGS KRVVGVLLGSWQ 30.72 1340.792862 -3.309981822 PSD7_HUMAN[33-44] 
NRKRLSKLIKKFQDLSEGS KKFQDLSEGSSISQL 44.54 1665.857346 1.420289682 RRP1B_HUMAN[329-343] 
NTGPLSVLTQSVKNNTQVL KREEEEFNTGPLSVLT 59.34 1847.926483 2.64566802 SMD2_HUMAN[18-33] 
NVEFDDSQDKAVLKGGPLD RILNNGHAFNVEFDDSQD 61.06 2089.945343 3.301043266 CAH2_HUMAN[58-75] 
NVSSEGSGEKLVLADLLEP KLVLADLLEPVKTSSSLATVK 40.87 2211.30896 2.768043774 UT14A_HUMAN[84-104] 
NVWDTAGQEKFGGLRDGYY NRGPIKFNVWDTAGQE 54.95 1830.901291 2.896387711 RAN_HUMAN[55-70] 
NYFLFFYNVLLGLGACLSR LLGLGACLSRLL 34.35 1284.758759 3.272209643 K1529_HUMAN[45-56] 
PAEYPFKPPKITFKTKIYH RIEINFPAEYPFKPP 31.28 1816.951172 3.209772552 UB2L3_HUMAN[52-66] 
PAGHSVIQLARRQDSDLVQ ARRQDSDLVQCGVTSPSSAEATG 96.47 2391.108475 2.018310775 CBX8_HUMAN[251-273] 
PDCPAGMLFAEEQAKNLLE KRSPNVPGDFPDCPAGMLF 36.26 2103.98703 5.048510209 POP1_HUMAN[654-672] 
PDGLAEDIDKGEVSARQEL KARPFPDGLAEDID 39.72 1542.767807 -0.403819679 EF2_HUMAN[605-618] 
PETDDEEENKLVKKIKDRL KIKIYEFPETDDEEEN 45.28 1997.910538 3.521679207 SEPT7_HUMAN[219-234] 
PFHFVDRLGKHDVTCTVSG ITQDREQLMFPFHFVDRLG 32.28 2348.173584 3.517201648 RT09_HUMAN[306-324] 
PFRDNVDRAKRSGVAYIAA KLTEVSISSDAFFPFRDNVDRA 75.24 2513.255051 3.071713711 PUR9_HUMAN[530-551] 
PGQLNADLRKLAVNMVPFP KLTTPTYGDLNHLVSATMSGVTTCLRFPGQLNADLR 61.5 3947.003357 2.400555344 TBB2A_HUMAN[216-251] 
PKWKPGSLASHVKNLDENG SHVKNLDENGLDLLS 44.96 1652.836945 3.138240596 CDC2_HUMAN[251-265] 
PLATESNILKELIKPPTIL KELIKPPTILR 32.4 1306.833618 -0.034434376 AP3M1_HUMAN[131-141] 
PQRSDNDLLKLIESTSTMD KELFPQRSDNDLL 32.55 1573.809998 2.969862948 SMRCD_HUMAN[166-178] 
PSGTPLPARRQHTLQAPGS KGVDESGASRFTVLFPSGTPLPAR 54.75 2488.307434 1.357147414 HSP7E_HUMAN[402-425] 
PTSTPRELIKVTRDEGGNQ KVTRDEGGNQQDEAITWF 69.26 2092.9814 2.051618806 JMJD6_HUMAN[219-236] 
PVVIKNKTWKFVEGLPIND KFVEGLPINDFSRE 80.16 1649.841309 3.094236986 MDHC_HUMAN[298-311] 
QAISDVIGNKSVVQVKNFF KYGRDFQAISDVIGN 31.05 1681.842377 2.400343846 RCOR1_HUMAN[397-411] 
QANEVRKVKKFEQGFITDP KFEQGFITDPVVLSPSHTVGDVLEAK 51.18 2812.464737 3.66760154 IMDH1_HUMAN[109-134] 
QAQNEPLTQKPHQQEMEVE KPHQQEMEVEQPCIQEV 47.82 2107.96666 2.102974437 SFR15_HUMAN[408-424] 
QDRISGASEKDIVHSGLAY KHGGTIPIVPTAEFQDRISGASE 50.66 2409.228836 1.824650251 DHE3_HUMAN[480-502] 
QEEHLKQLYKIVPIKDIRN KIVPIKDIRNLYVTFPIPDLQ 39.82 2481.435898 3.777651483 IDE_HUMAN[303-323] 
QEYLEAQRQKLHHKSEMGT KPFQEYLEAQRQ 54.7 1535.773209 1.558172773 TMM49_HUMAN[336-347] 
QGKRMHVQLSTSRLRTAPG STSRLRTAPGMGDQSGCYRCG 32.86 2316.015778 -0.822965032 RBM4B_HUMAN[146-166] 
QHLISSPLKKSRICDETAN KSRICDETANATSTL 41.17 1665.799179 1.605835826 TTF1_HUMAN[69-83] 
QHVQSLPTKKITKKPIPDE KPNIEGAPGAPIGNTFQHVQSLPTK 67.26 2600.371078 2.431576037 SC31A_HUMAN[1081-1105] 
QIMNEIVYEKIMEHAGKNQ KRFQIMNEIVYE 46.23 1568.802063 2.046784662 U520_HUMAN[699-710] 
QKNRVKPQFRSSGGSEHST RSSGGSEHSTEGSVSLGDGQLN 79.37 2159.967941 1.087979111 LARP4_HUMAN[380-401] 
QLFDRTGDGKILYSQCGDV KEAFQLFDRTGDG 60.77 1482.710312 1.800756344 MYL6_HUMAN[13-25] 
QLSRWTPFIKDIMEDAIDN KDIMEDAIDNRLDS 45.4 1633.761719 2.451397871 STXB3_HUMAN[479-492] 
QNKKSLVAFKIMPLEDMNE KIMPLEDMNEFTTHILEVINAHM 70.1 2725.327728 4.811531423 RFA2_HUMAN[145-167] 
QPAQLTTVGKRCCLWIQDL KRCCLWIQDLCMDLQNL 51.84 2265.052658 5.141602319 PUR8_HUMAN[170-186] 
QSQPDLIGDKLVGGLLSLS KICREMYDDGVGLPFQSQPDLIGD 55.79 2752.283661 1.995070522 NCOAT_HUMAN[730-753] 
QVINDGDKPKVQVSYKGET KFGDPVVQSDMKHWPFQVINDGDKP 36.72 2883.401428 2.886868238 HSP71_HUMAN[77-101] 
RAVEEGLTYKFHAAWSSVL KMFRAVEEGLTY 33 1442.722763 1.262196762 RRP12_HUMAN[470-481] 
RCNSLSTLEKNDVVQHYWD KNDVVQHYWDVLVQA 32.84 1812.915894 4.495520188 LAMP2_HUMAN[161-175] 
RCPEAIFQPSFLGIESSGI RSYELPDGQVITIGNERFRCPEAIFQP 37.94 3191.582199 0.947492438 ACTBL_HUMAN[239-265] 
RCPEALFQPCFLGMESCGI KSYELPDGQVITIGNERFRCPEALFQP 59.68 3163.57605 2.165903361 A26CA_HUMAN[938-964] 
RDRLGTVYEKFITPEDLSK KNAVEEYVYDFRDRLGTVYE 43.55 2465.186279 3.900313774 HS74L_HUMAN[621-640] 
REALGDAQQSVRLDDSFVR LGRFREALGDAQQ 37.04 1459.753159 1.750295921 DNJC7_HUMAN[75-87] 
RISGVQVNAKLVISHEEEL KLVISHEEELIPLH 45.17 1655.924622 0.091791618 CHD1_HUMAN[1212-1225] 
RISNSSTANRVKTSQPPVP RVKTSQPPVPQGEAEEDSQG 44.17 2138.023987 0.264730426 TF3C1_HUMAN[722-741] 
RKFLPLFDRVLVERSAAET KFLPLFDR 41.24 1034.591293 2.463774843 CH10_HUMAN[8-15] 
RNPCTEQILKLLDNLLALI KLLDNLLALIRTHNTLYAPEMLA 45.68 2622.456665 2.496514084 XPO5_HUMAN[771-793] 
RNVDFNYATKDKFTDSAIA KDKFTDSAIAMNS 42.29 1426.676208 1.903725586 ATX2L_HUMAN[205-217] 
RPDMEEEEAKNLVSEAIAA KFRPDMEEEEA 43.57 1379.602692 -0.21745391 PSB7_HUMAN[184-194] 
RPLDVSLYAQQRYATSFYF KNGFRPLDVSLYA 31.21 1478.788147 1.343667789 LARP5_HUMAN[321-333] 
RPSLEERLESIISGAALMA SIISGAALMADSSCTRDDRRE 64.94 2310.069214 1.409914465 CTNA1_HUMAN[311-331] 
RQMDTNNDGKLSLEEFIRG KLSLEEFIRGA 53.14 1261.703003 3.557889606 HPCA_HUMAN[163-173] 
RSFDDEEIQKHLQSKFHKE KFRSFDDEEIQ 40.94 1412.657196 -0.171308369 AKAP8_HUMAN[396-406] 
RSGKYDLDFKSPDDPSRYI KSPDDPSRYISPDQLADLY 67.34 2179.043304 3.440500694 ENOA_HUMAN[262-280] 
SAAMKDLSGKHPVSALMEI KHPVSALMEICN 39.51 1397.67952 1.933204258 SON_HUMAN[2370-2381] 
SCLGGSDNFKHLNEIDLFH KHLNEIDLFHCIDPNDS 50.11 2065.952728 2.717390347 TEBP_HUMAN[48-64] 
SDCDMNNAVKGALMANFLT KGIKPVTLELGGKSPLIIFSDCDMNNAV 46.55 3015.577301 6.675670358 AL9A1_HUMAN[246-273] 
SDDRHCSRFRTLVAHYPPV RTLVAHYPPVQVLFE 32.65 1767.967194 3.144854734 MSH6_HUMAN[583-597] 
SDGDSSESEDTLSSSERSK DTLSSSERSKGSGSRPPTPKS 32.53 2160.077072 2.698977771 VRK3_HUMAN[87-107] 
SDVQFKMSHKRIMLFTNED KRIMLFTNEDNPHGNDSA 63.77 2057.958862 -1.827053042 KU70_HUMAN[164-181] 
SDYPPLGRFAVRDMRQTVA KSGDAAIVDMVPGKPMCVESFSDYPPLGRF 60.91 3269.555939 4.252259408 EF1A1_HUMAN[395-424] 
SEHPYNNLRKRFGALLSDQ KRFGALLSDQGFDLMN 36.63 1810.903595 2.52746751 CD2L1_HUMAN[686-701] 
SGALTHCRNKVSLQNLSMV KVSLQNLSMVLR 43.52 1386.801682 1.270549368 TTC5_HUMAN[136-147] 
SHGTRNNSAKENMEKEKPV KALNTLSSPGQSSFSHGTRNNSA 83.97 2360.146881 0.072453118 PHIP_HUMAN[1553-1575] 
SHLWPLIEKKVSSLPLLLP KGNEFLFSHLWPLIEK 31.84 1957.046143 2.66217535 IAH1_HUMAN[203-218] 
SKPPNPALGKTATDSDERI KTATDSDERIDDEIDTEVEETQEE 32.96 2796.194458 5.41986626 ZC3H8_HUMAN[17-40] 
SLEDPQTHANRIYRMIKLG KDLVILLYETALLSSGFSLEDPQTHA 60.33 2859.49057 1.25651752 HS90A_HUMAN[660-685] 
SPLNPVRVHIEIGPDGRVT KATENDIYNFFSPLNPVRVH 68.36 2360.191315 2.562080439 HNRPF_HUMAN[299-318] 
SPNTGKKSGKIKSSYKREC KLTFDTTFSPNTGKKSG 38.59 1827.936691 -0.179437287 VDAC2_HUMAN[107-123] 
SQHVRKLRASITPGTILII SITPGTILIILTGRHRG 46.76 1804.068298 3.24932266 RL6_HUMAN[143-159] 
SSGTSSRSTKLIHGGVRYL KTALVERDDFSSGTSSRST 59.58 2042.986877 -0.409204782 GPDM_HUMAN[94-112] 
SSIEREEYGKLFDFVNAKK KQGTQYTFSSIEREEYG 56.36 2021.933029 1.955059808 SSRP1_HUMAN[396-412] 
SSQGRVNPFKVSASSKEPA KSGAVTFSSQGRVNPF 49.7 1680.858383 0.207632007 WDHD1_HUMAN[899-914] 
STSVVRPFAKLVRPPVQVY KLVRPPVQVYGIEGRYATALY 31.61 2392.326675 -1.81078949 ATPO_HUMAN[26-46] 
SVDPDSHQGKLVFNRTVTL KFQFERLGYFSVDPDSHQG 39.04 2256.059998 2.768100142 SYQ_HUMAN[740-758] 
SVEGQLEFRALLFVPRRAP ALLFVPRRAPFDLFENR 35.14 2060.131943 3.067279269 HS90A_HUMAN[339-355] 
SVILNQRTGKCSACNVWRV KCSACNVWRVCEGP 41.16 1721.743622 1.208077657 CSDE1_HUMAN[729-742] 
SVPIVYEKYKTQIDHYVGI KTQIDHYVGIARDQT 58.95 1743.890396 -1.843005734 RTN3_HUMAN[998-1012] 
SWGSECCTRKTRIIDVVYN LRLDVGNFSWGSECCTR 72.66 2055.925491 6.956964181 RS8_HUMAN[58-74] 
SWRNECNQCKAPKPDGPGG KCPNPTCENMNFSWRNECNQC 47.67 2745.061066 1.484848571 FUS_HUMAN[427-447] 
SYAGFEMQPKKYHNPKIAL KKTFSYAGFEMQP 36.18 1532.733337 2.25414292 TCPH_HUMAN[217-229] 
SYGRALQASALKAWGGKKE KPWALTFSYGRALQAS 67.71 1794.941681 3.638558327 ALDOA_HUMAN[294-309] 
TAAGVLAAHKIMASSPDMD KGFTAAGVLAAH 59.07 1141.62439 2.867843424 P5CR1_HUMAN[17-28] 
TAWCNSHLRKAGTQIENIE KAGTQIENIEEDFRDGL 43.05 1933.93811 4.339332245 ACTN1_HUMAN[47-63] 
TAYATISYLKIGPKANLLN KIGPKANLLNNEAHAITMQVT 30.14 2262.215393 0.927409479 RECQ1_HUMAN[571-591] 
TCTIWRPQGKSYLYFTQFK SLGTSEDHQHFTCTIWRPQG 85.56 2356.065506 5.605107314 CS010_HUMAN[80-99] 
TDKHGEVCPAGWKPGSDTI AGWKPGSDTIKPDVQKS 37.06 1812.937012 -0.557107055 PRDX1_HUMAN[175-191] 
TDSAIAMNSKVNGEHKEKV KDKFTDSAIAMNS 42.29 1426.676208 1.903725586 ATX2L_HUMAN[205-217] 
TERSFDLLVKNLNGKSYSM KIYITLTGVHQVPTENVQVHFTERSFDLLV 42.21 3482.856216 4.417925704 CYBP_HUMAN[88-117] 
TFPVKGICGKTRIAEVGGV KTRIAEVGGVPYLLPLVNQ 52.96 2066.188797 4.145313348 CK054_HUMAN[56-74] 
TFSFPCQQSKIDEAILITW KKLPVGFTFSFPCQQS 46.71 1869.944763 4.063756401 HXK1_HUMAN[146-161] 
TIAQGKGQKLCEIERIHFF LCEIERIHF 32.61 1215.60701 3.129300809 DEK_HUMAN[88-96] 
TKSKTVYSILRHVAEVLEY LRHVAEVLEYT 51.72 1328.708832 1.288468895 IF2A_HUMAN[112-122] 
TKYFTEAGLKELSEYVRNQ KELSEYVRNQQTIGAR 52.34 1890.991135 1.7271366 BZW1L_HUMAN[98-113] 
TLPPVHRLSKDVREAPVPS RYEITFTLPPVHRLS 36.49 1827.999542 1.571116367 CT027_HUMAN[63-77] 
TNEVLTKTYRMRSEPDDSD RMRSEPDDSDPFSFDGPEIMGCTGCQIDW 137.08 3404.384277 2.765257748 NP1L1_HUMAN[234-262] 
TPDERAMFLKFVTSCSRPP KFVTSCSRPPLLGF 62.31 1607.849396 2.168113512 UBE3B_HUMAN[974-987] 
TQWCEQMLHALNTANNLDV KAQDGFTQWCEQMLH 68.07 1877.818893 3.73358689 PERQ2_HUMAN[1130-1144] 
TRNEFNLESKSTIGVEFAT KSTIGVEFATR 50.98 1207.656082 6.483633972 RB11A_HUMAN[41-51] 
TRQDSNRSEKEATPVVHET KEATPVVHETEPESGSQPRPAVLSGYF 42.59 2911.435196 2.434194658 BA2D1_HUMAN[638-664] 
VAIVQSVKNKPLFFADKLY KEMSGDVRDAFVAIVQSVKN 41.38 2192.125946 6.293434018 ANXA6_HUMAN[580-599] 
VANFDENDPKTFEGVDPQT KTFEGVDPQTTSMRDVYR 41.26 2129.021164 0.046030543 GDIA_HUMAN[156-173] 
VARNGPEFEKMTMEKQKDN KLAQFVARNGPEFE 87.69 1604.83107 1.49797698 CHERP_HUMAN[18-31] 
VAVTSSNAAKLLNLYPRKG KMDENRFVAVTSSNAA 44.65 1738.830811 2.302121618 DPYL5_HUMAN[367-382] 
VDFTAQCLRKNPAERMSYL KQVVEEPSPQLPADRFSPEFVDFTAQCLR 61.43 3389.671432 6.546357205 MP2K3_HUMAN[279-307] 
VDGPPGPVKKTRSIGSAVD KTRSIGSAVDQGNESIVA 31.18 1830.943542 0.884789707 RGAP1_HUMAN[200-217] 
VDKIREYKSKRQTSGGPVD KRQTSGGPVDASSEYQQELERELF 56.71 2753.325623 2.243831949 ATP5J_HUMAN[53-76] 
VEAGAMAVRRVLKRDLKRI KYFVEAGAMAVR 67.86 1340.691071 2.596422155 TCPA_HUMAN[298-309] 
VEAVLELRKKNGPLEVAGA KNGPLEVAGAAVSAGHGLPAK 33.93 1943.058838 0.640227653 H2AY_HUMAN[251-271] 
VFEEIGRRLKDIGPEVVKK KLQSTFVFEEIGRRL 30.25 1822.010101 -1.179466568 DHB4_HUMAN[621-635] 
VGEVDDGARKLVQTTYECL KLVQTTYECLMQAIDAVKPGVRY 43.16 2682.387314 5.155109379 AMPM1_HUMAN[247-269] 
VGLPVEEAVKGILEQGWQA KGILEQGWQADSTTRMVLPR 58.6 2285.195023 3.527051266 CSN8_HUMAN[146-165] 
VGNLPVTCNKKKLKSFFKE KNERTVFVGNLPVTCN 66.56 1846.935974 1.53768189 RBM34_HUMAN[182-197] 

VIPHQFIHRICDEITGRVP SNLSEAVQDADLLVFVIPHQFIHR 55.28 2747.439499 4.12165582 GPD1L_HUMAN[79-102] 
VIQLGRIYLDMLNVYKCLS KAVGHPFVIQLGRIYL 45.86 1810.061752 2.144125744 XPO1_HUMAN[700-715] 
VKYNDPIYVKLEKLDIMIR KVFFVKYNDPIYV 31.3 1630.875916 1.444622474 AP1B1_HUMAN[322-334] 
VLQDTVEQLRCEHCARFLA KRGFVLQDTVEQL 49.46 1531.835846 1.394405285 SYMC_HUMAN[375-387] 
VLVGETGSGKTTQIPQWCV KTTQIPQWCVEYMR 54.7 1838.880753 2.033302047 DHX15_HUMAN[166-179] 
VNDDRHVMAKHSSVYPTQE KHSSVYPTQEELEAVQN 59.01 1957.93811 1.170619229 ILF3_HUMAN[17-33] 
VNGCWVGIHKDPEQLMNTL KIFVNGCWVGIH 41.39 1428.733643 2.03046944 RPB2_HUMAN[566-577] 
VPNDGCLNFIEENDEVLVA KKITAFVPNDGCLNF 58.48 1722.876328 1.054051281 RS23_HUMAN[79-93] 
VPPPKDKKKKDKDDDGGED KDKDDDGGEDDDANCNLICGDEYGPETRL 51.18 3285.331009 1.173093362 DHX9_HUMAN[594-622] 
VPRRAPFDLFENRKKKNNI LFVPRRAPFDL 34.41 1329.755737 2.192131922 HS90A_HUMAN[341-351] 
VPYDRNLIDVSLLSPEHLQ YLTFEVVSFVPYDRNLID 32.89 2189.104477 6.151373834 XPP2_HUMAN[585-602] 
VQIHHKWRRMYVGECQGPG MYVGECQGPGVRTDFEMVHLR 33.46 2480.139923 3.023216525 RB3GP_HUMAN[176-196] 
VQSHLEDLKKTLLDSLRST RVLEEVCASPQGPGALFVQSHLEDLK 65.71 2878.464722 3.971214208 RRP12_HUMAN[793-818] 
VQTCREEHKKKNPEVPVNF KKNPEVPVNFAEFS 52.62 1604.819839 1.790232106 HMGB3_HUMAN[29-42] 
VQYVNERNARAAVAGEDGR KGFAFVQYVNERNA 108.77 1641.826324 2.271860273 HNRPC_HUMAN[50-63] 
VRCIIPNHEKRAGKLDPHL TLRNTNPNFVRCIIPNHE 30.37 2194.106537 1.155367781 MYH10_HUMAN[667-684] 
VRSIPDGSEKGDFIALDLG KMLPTFVRSIPDGSE 37.08 1675.860336 3.052760358 HXK1_HUMAN[62-76] 
VSGACDASIKLWDVRDSMC KLWDVRDSMC 32.9 1308.595474 3.04907061 GBB2_HUMAN[209-218] 
VSISDLLVPKDLGTESQIF KDLGTESQIFISR 97.82 1492.788544 -1.058421842 GDIB_HUMAN[390-402] 
VSQSALEKEKTHVADFAPE KTHVADFAPEVAWVTRSG 95.53 1970.001022 2.873094956 SYEP_HUMAN[1091-1108] 
VTCPNEKVAKEIARAVVEK KEIARAVVEKRLA 32.39 1481.904144 -8.982362357 CUTA_HUMAN[82-94] 
VTFESPADAKAAARDMNGK KSRGFAFVTFESPADA 44.66 1728.847137 1.905894356 HNRGT_HUMAN[47-62] 
VTGGADKSVKFWDFELVKD KFWDFELVKDENSTQ 47.1 1884.889389 4.915407797 WDR3_HUMAN[521-535] 
VTPTLLAGDKSLSNVIAHE KSLSNVIAHEISHSWTGNLVTN 57.58 2406.229156 -0.732266083 LKHA4_HUMAN[288-309] 
WAEISESVDKIEVLYEDEG KIEVLYEDEGFRSRQF 63.13 2015.011215 1.893785986 PSMD1_HUMAN[44-59] 
WKEFGTNIKLGVIEDHSNR LGVIEDHSNRTRLA 37.23 1579.843033 -3.89912154 ENPL_HUMAN[494-507] 
YDLVRQINRKTPVEKKKPK KINVNEIFYDLVRQINR 45.97 2133.169434 4.157194388 RAP1A_HUMAN[151-167] 
YEEVHDLERKYAVLYQPLF KFYEEVHDLER 77.61 1463.704468 0.733754678 NP1L1_HUMAN[94-104] 
YEKSLPSVNDIEASVNRSR DIEASVNRSRSLKI 46.07 1586.873978 -4.729424078 CE350_HUMAN[2622-2635] 
YINVEREEWKLDTLCDLYE KLDTLCDLYETLTITQAVIFINTRR 93.15 2996.600479 7.192817378 IF4A1_HUMAN[259-283] 
YKASQLVSEKVGGAEGTKL KVGGAEGTKLDDDFKEME 60.96 1967.914612 1.134195552 SH3G1_HUMAN[20-37] 
YPPKVELFFKDDANNDPQW KFYPPKVELFF 37.16 1413.769653 3.006854752 PUR6_HUMAN[120-130] 
YPSDGVATEKAVELAANTK KAVELAANTKGICF 39.53 1520.802078 2.338239835 TKT_HUMAN[456-469] 
YTRVLGMTLIQKCDFPIMK KSLDFYTRVLGMTL 51.4 1642.875259 3.690481043 LGUL_HUMAN[44-57] 
YYSSKQHAQKMVEFLQCTV KMVEFLQCTVPCRY 43.71 1829.862671 3.787715936 NMD3_HUMAN[207-220] 
AAGGDPQEAKPQEAAVAPE KPQEAAVAPEKPPASDETKAAEEPS 66.37 2576.260529 -0.833378447 MARCS_HUMAN[238-262] 
ACQKTLSDLKLDYLDLYLI KLDYLDLYLIHWPTGFKPG 43.84 2275.204117 3.355303352 ALDR_HUMAN[101-119] 
ADEEEWVVAKDKPVYDELF KDKPVYDELFY 37.28 1415.697266 1.792756164 EHD4_HUMAN[446-456] 
ADEPRGAGRKAAAADGRGM KSVQPEVELSSGGGDEGADEPRGAGR 34.36 2583.216095 -0.098327043 NAV1_HUMAN[7-32] 
AEFSMIMDCKGNLYSFGCP KGNLYSFGCPEYGQLGHNSDG 80.08 2298.996399 2.080038056 RCC2_HUMAN[272-292] 
AELEGLVRAAQSTAMNRHI KNFSGAELEGLVRA 82.71 1489.788864 1.837844319 NSF_HUMAN[434-447] 
AEPLLPWNRMLQTQNAAFQ DRGVGAEPLLPWNR 36.32 1578.82666 2.998429226 XRN2_HUMAN[882-895] 
AESLLEHSRKITPPSSPHS KGVVLSGAESLLEHSR 93.14 1680.915863 2.908533442 K1671_HUMAN[1041-1056] 
AFLAVCDASKVVTVFSVAD KVVTVFSVADGYSENNVFYGHHA 49.8 2539.213211 2.454303551 WDR1_HUMAN[511-533] 
AGAIGCELLKNFAMIGLGC KQKYFLVGAGAIGCELL 62.12 1866.007324 4.039641165 UBA1_HUMAN[468-484] 
AGAPVYLAAVLEYLTAEIL KGNYSERVGAGAPVYLAA 56.01 1821.937317 0.624060987 H2A1B_HUMAN[37-54] 
AGAPVYMAAVLEYLTAEIL KGNYAERVGAGAPVYMAA 68.31 1823.898819 0.577334658 H2A2A_HUMAN[37-54] 
AGELHLEICLKDLEEDHAC LKDLEEDHACIPIK 43.38 1679.855225 1.24891715 EF2_HUMAN[558-571] 
AGGKKYRISTAIDDMEAYT TAIDDMEAYTKLTDNIF 30.35 1959.913544 -5.454832451 SAMH1_HUMAN[411-427] 
AGQLAFALAKGFTAAGVLA KGFTAAGVLAAH 59.07 1141.62439 2.867843424 P5CR1_HUMAN[17-28] 
AGQQSRIHCTRLAGDKANY KNGQVIGIGAGQQSRIHC 67.79 1921.990463 1.263793992 PUR9_HUMAN[437-454] 
AHSVGLMWWMLAREVLRMR KGAHSVGLMWW 39.01 1270.628098 1.287552198 RSSA_HUMAN[166-176] 
AIAIPHCVLKCQRGIEGTV KCQRGIEGTVPYVTTDYNF 49.01 2247.063034 2.486801623 NOL9_HUMAN[651-669] 
AIGPSRFGLKRAEVLGHKT KQVENAGAIGPSRFGL 77.19 1642.879089 1.062159724 SEPT9_HUMAN[117-132] 
AITSVQQRLKLYNKVPPNG RLSVLGAITSVQQRL 39.23 1639.973328 2.625652458 ERF1_HUMAN[68-82] 
AKADGETILKGLQSIFQEQ KGLQSIFQEQGMAESVHTWQDHGYLA 55.97 2959.392288 3.157742905 SPSY_HUMAN[24-49] 
AKQTPADGEASGESEPAKG ASGESEPAKGSEEAK 37.82 1475.673935 8.81360014 S12A2_HUMAN[122-136] 
ALDEKELIEKMNLSAIQDR KMNLSAIQDREICCY 72.71 1899.86409 2.901260163 ARL8A_HUMAN[146-160] 
AMQLYSVDRKVSQPIEGHA KVSQPIEGHAASFAQF 55.09 1715.863113 1.5729693 CLH1_HUMAN[189-204] 
ANFLTQILLRPGASDLTGS SRGANFLTQILL 32.44 1331.756119 2.624354377 DPM1_HUMAN[165-176] 
ANLFHQYLQKATHDGAPEL KATHDGAPELGAGGTRQQQPSASQ 37.07 2391.15271 -2.08560498 CECR5_HUMAN[331-354] 
APCRSERLAKYNQLLRIEE KYNQLLRIEEELGS 55.09 1690.888947 1.984163422 ENOA_HUMAN[406-419] 
APMHDLLLWNNATVTTCHS KIVGAPMHDLLLW 38.67 1491.827179 2.825394295 C1TC_HUMAN[175-187] 
APPEQEAAPAEEPAAAAAS KKAEEAGASAAACEAPSAAGPGAPPEQEAAP 62.68 2890.34024 3.183708227 MARCS_HUMAN[267-297] 
APRENDEFCKMGRYNLSPS KPGDRVAIEPGAPRENDEFC 46.96 2256.059311 1.773446283 DHSO_HUMAN[87-106] 
APVYMAAVLEYLTAEILEL KGNYAERVGAGAPVYMAAVL 32.1 2036.0513 2.791678186 H2A2A_HUMAN[37-56] 
AQVEDAFRYMAQGKHIGKV KCTVFHGAQVEDAFRY 96.69 1926.904678 0.80232303 FAS_HUMAN[1827-1842] 
AQVTGSNTRKHILQVSTFQ KEDGSEVGVGGAQVTGSNTR 50.91 1946.929382 0.324100096 CUL3_HUMAN[569-588] 
ARGAFSEEYKRLDEDLAAY KITPGARGAFSEEY 36.8 1524.757233 7.569073784 CN37_HUMAN[87-100] 
ARMTTDVSHKASPEDGQEG KVCGLPGARMTTDVSH 37.44 1727.844727 -0.552711702 CABIN_HUMAN[1677-1692] 
ASFGRLQSMKLDYRHQDEA KDGGVCLLSGTKGASFGRLQSM 50.15 2268.135483 2.569952299 MPRI_HUMAN[1851-1872] 
ASSSQTPNDKERREGGAVP KEARTLQEPVARPSGASSSQTPND 32.93 2525.246979 -1.35669898 DTWD2_HUMAN[5-28] 
ASTGIYEALELRDNDKTRY KGLFRAAVPSGASTGIYEAL 53.2 2007.078903 3.124441192 ENOA_HUMAN[28-47] 
ASVDSHFCHLAWVNTPKKQ KLNCQVIGASVDSHFCH 55.75 1970.909119 1.21872692 PRDX1_HUMAN[68-84] 
ASVTSSTHEKKSRTNMAVK KGAVGASVTSSTHE 81.96 1329.652466 -0.115819738 RPC2_HUMAN[196-209] 
ATDHIKVQVKNNHLGLGAT KGLGAQEQGATDHIKVQV 58.65 1877.995926 -1.167734163 PINX1_HUMAN[43-60] 
ATRIPAVKEKISKFFGKEL KEDIYAVEIVGGATRIPAVKE 44.23 2257.231766 5.735343705 HSP74_HUMAN[332-352] 
ATSSSSGFGKSAPPQLPSF KLPQQSHSAFGATSSSSGFG 51.8 1979.933731 6.02191872 DDX42_HUMAN[30-49] 
ATYTAIEAPKGEFGVYLVS KGEFGVYLVSDGSSRPYRC 44.91 2176.03714 0.304222749 NDUS2_HUMAN[404-422] 
AVALRPAEAVSEPTTVAFD VSEPTTVAFDVRPGGVVHSFSHNVGPGDKYTCMF 57.33 3693.734512 2.943091867 CS010_HUMAN[32-65] 
AVEKGVPLYRHIADLAGNS RHIADLAGNSEVILPVPAFNVINGGSHAGN 90.96 3038.568604 5.228448678 ENOA_HUMAN[132-161] 
AVKRILRAEKAVACSGAAQ KAVACSGAAQVRI 79.25 1329.718689 1.861295942 SYMPK_HUMAN[574-586] 
AVQDKGSIHKFVPYLIAGI KVAQGVSGAVQDKGSIH 44.7 1679.895493 -0.709567949 IMDH2_HUMAN[438-454] 
AWELPGTPRKAPLLPRLGL KFCPSGAWELPGTPR 62.56 1701.829712 0.052884257 TF3C2_HUMAN[474-488] 
AWHPARVAFSVARAGQKGY KVACIGAWHPARVAF 39.6 1681.887497 1.770035157 RL3_HUMAN[250-264] 
AWSNVLRGMGGAFVLVLYD KGAWSNVLRGM 43.23 1217.633896 1.589968878 ADT1_HUMAN[272-282] 
AYIASQTVKKVIEINPYLL KVIEINPYLLGTMAGGAADCSFWERLLAR 125.81 3250.663071 6.771233905 PSB5_HUMAN[92-120] 
CCLGQSESDKSSTHGEAAA KERDSELSDTDSGCCLGQSESD 98.36 2473.980942 1.346008752 UHRF1_HUMAN[84-105] 
CEGPDAMYVKLISSDGHEF KLISSDGHEFIVK 81.38 1471.803467 0.811929056 ELOC_HUMAN[20-32] 
CGSLHTDGDKAFVDFLSDE KAFVDFLSDEIKEER 97.93 1824.925751 3.145881413 C1QBP_HUMAN[80-94] 
CIFGELLTQKPLFPGKSEI KPLFPGKSEIDQIN 33.06 1584.851135 -1.212101224 CD2L1_HUMAN[635-648] 
CIGAKHRISKEEAMRWFQQ KEEAMRWFQQ 39.8 1351.634277 1.788205612 RL11_HUMAN[159-168] 
CIIRSVFLGKIKDAFDRNP KIKDAFDRNPELQNLLLDDFF 55.01 2550.311813 5.093886925 6PGD_HUMAN[375-395] 
CILLGETTEKINAEREQPV KINAEREQPVQCDEMDCTSQ 54.48 2437.030792 -0.955671142 ZCH11_HUMAN[755-774] 
CQDIGARSLSVLRSMMYSG KFVPYLIAGIQHGCQDIGARSL 44.17 2442.28418 1.556739396 IMDH1_HUMAN[455-476] 
CRESLIDGIKRATDVMIAG KFDNLYGCRESLIDGI 47.99 1898.919632 2.670465835 SAHH_HUMAN[188-203] 
CTGMVTFYIKGTLQHAEIF KRQCTGCTGMVTFYI 34.56 1820.837204 1.168693168 CGL_HUMAN[304-318] 
CTSACVAVYKDGRAGVVAN KDGRAGVVANDAGDRVTP 61.35 1796.912933 -1.909385779 HSP7E_HUMAN[19-36] 
CVDCSMQQGKIAASYGNVI KHGNIQVGCVDCSMQQG 52.88 1916.829163 0.171637622 DMXL1_HUMAN[54-70] 
CVEIGSQRYKLGVRLYYRV KAVGQGCVEIGSQRY 92.13 1650.814789 1.776698403 RB_HUMAN[432-446] 
CVIFELLTLKRTFDATNPL KRTFDATNPLNLCV 34.83 1647.840271 2.391615298 NEK9_HUMAN[248-261] 
CYEKVARLQKVETEIQRVS KVETEIQRVSEAYENLV 32.27 2006.031998 3.50742162 AMOT_HUMAN[464-480] 
DADYLEERHRHRFEVNPVW KLYGDADYLEERH 69.63 1607.75795 -2.313159142 PYRG1_HUMAN[466-478] 
DAGAEYVVESTGVFTTMEK KIKWGDAGAEYVVE 43.8 1563.793289 1.88196229 G3P_HUMAN[84-97] 
DAGEQAIRQILDEAGKVGE KGWLRDPSASPGDAGEQAIRQ 55.56 2238.11412 -1.509306416 VINC_HUMAN[281-301] 
DAINCRDCFKTIISYIDEQ KLRLTVVDTPGYGDAINCRDCF 74.87 2569.241745 1.081252866 SEPT2_HUMAN[94-115] 
DDAPRAVFPSIVGRPRHQG SIVGRPRHQGVMVGMGQ 46.24 1823.924713 -1.31145764 ACTA_HUMAN[35-51] 
DDAPRAVFPSIVGRPRQQG KAGFAGDDAPRAVFP 59.31 1517.76268 0.397954178 A26CA_HUMAN[718-732] 
DDDMKRTINKAWVESREKQ KIYEDGDDDMKRTIN 57.13 1811.835953 1.181122384 CYBP_HUMAN[197-211] 
DDHKVEQLDKMVTEKAGFK KGTTGTQASFLQLFEGDDHKVEQLD 47.53 2763.335175 4.920141474 PUR8_HUMAN[199-223] 
DECELLGHSKNIRTVVTGI KNIRTVVTGIEMFH 36.7 1643.881744 -0.153904015 EFTU_HUMAN[297-310] 
DEDKEERQESRASDWHSKT KNECISEDMGDEDKEERQE 77.23 2339.948135 0.156841083 UIMC1_HUMAN[345-363] 
DEEGDLFKEKAVASPEATV KAVASPEATVSQTDENKARAE 51.77 2201.092361 -0.776432661 FA21A_HUMAN[494-514] 
DELRTEPEAKKSKTAAKKN KKGAVAEDGDELRTEPEA 69.53 1913.933014 0.479640611 APEX1_HUMAN[6-23] 
DEYGPETRLSMSQLNEKET KDKDDDGGEDDDANCNLICGDEYGPETRL 51.18 3285.331009 1.173093362 DHX9_HUMAN[594-622] 
DGAEAPAKKDVKGSYVSIH DVKGSYVSIHSSGFRDFLL 67.14 2126.079666 5.060017351 UAP56_HUMAN[34-52] 
DGAGASRQRKLEALIRDPR KMPGAPETAPGDGAGASRQR 31.24 1952.948639 -1.484422039 ROCK2_HUMAN[9-28] 
DGFVTTEELKTWIKRVQKR KIVDRIDNDGDGFVTTEEL 62.04 2135.038254 1.338617701 RCN1_HUMAN[86-104] 
DHANMFPHLKKKAVIDFKS MPHTFFIGDHANMFPHL 30.27 2010.923309 1.990627878 OGT1_HUMAN[699-715] 
DHCIIGRTLVVHEKADDLG KDGVADVSIEDSVISLSGDHCIIGRTL 37.37 2855.433502 4.398631588 SODC_HUMAN[92-118] 
DHIVSASRDKTIKMWEVQT KTIKMWEVQTGYCV 44.72 1741.853149 1.455346567 LIS1_HUMAN[214-227] 
DIPAAVNAFQEAASLLGKK KHLVMGDIPAAVNAF 34.54 1581.833725 2.23095509 NASP_HUMAN[52-66] 
DKEDVDKAVKAARAAFQLG KTFPTVNPSTGEVICQVAEGDKEDVDKAV 60.49 3132.528534 2.485532028 ALDH2_HUMAN[52-80] 
DKPKVQVSYKGETKAFYPE KGETKAFYPEEISSMVLT 51.36 2029.007767 3.438626561 HSP71_HUMAN[108-125] 
DKYNSMEDAKVYVAKVDCT RLQPTWNDLGDKYNSMEDA 55.84 2252.016769 4.194018504 TXND5_HUMAN[94-112] 
DLAGRYYALKSMTEAEQQQ KSMTEAEQQQLIDDHFLFD 50.62 2294.052505 3.333402345 KCRB_HUMAN[177-195] 
DLCPDGIRKKSTTIRFTCS KYVDGDLCPDGIRK 47.31 1634.80864 -2.145816895 MPRI_HUMAN[1454-1467] 
DLTDSTCLVKIINEVKPTE KIINEVKPTEIYNLGAQSHV 106.39 2252.216446 1.952299038 GMDS_HUMAN[95-114] 
DNQPLHIFDKLHTSPLTQI KIFIYDGRGDNQPLHIFD 42.97 2147.079987 3.951878855 PPWD1_HUMAN[202-219] 
DPFKDIILYVKEEMKKNNI SRGDPFKDIILY 34.64 1422.750702 2.833946941 BZW1L_HUMAN[125-136] 
DPNWFPKKSKENPRNFSDN KENPRNFSDNQLQEG 36.69 1774.82341 -1.182089434 TAGL2_HUMAN[156-170] 
DQDMHEVVRKHCMDYLMKN RAVADQVYGDQDMHEVVR 86.82 2086.985443 1.020131696 OTUD5_HUMAN[227-244] 
DQGPHDKGVKRTAEVPVSE KRTAEVPVSEASGQAPPA 38.48 1793.927155 0.851205132 RFX5_HUMAN[431-448] 
DQSGCYRCGKEGHWSKECP STSRLRTAPGMGDQSGCYRCG 32.86 2316.015778 -0.822965032 RBM4B_HUMAN[146-166] 
DQYQNITVHRHLMLPDFDL RHLMLPDFDLLEDIES 90.97 1941.950592 2.863100649 KU86_HUMAN[81-96] 
DRADVDRAVKAAREAFRLG KTFPTVNPTTGEVIGHVAEGDRADVDRAV 93.91 3050.54216 0.567767928 AL1B1_HUMAN[52-80] 
DRAPARFKAKFVGDPALVL KFVGDPALVLNDIHK 56.67 1664.924988 2.24874996 DAG1_HUMAN[611-625] 
DREQLLQRARLAEQAERYD RLAEQAERYDDMASAM 57.29 1855.819229 2.938324981 1433F_HUMAN[12-27] 
DRPNTYIYTKALAEYVVQQ KLIGDRPNTYIYT 32.88 1552.824921 0.162928864 FACR1_HUMAN[195-207] 
DRRFEKPGRKDVGRPNFEE KDVGRPNFEEGGPTSVGR 53.9 1900.939148 -1.59657925 PERQ2_HUMAN[175-192] 
DRYFDPANGKFSKSATSPE KLWGDRYFDPANG 51 1537.731369 2.173981794 EF2_HUMAN[259-271] 
DSACPLRTIKRVQFGVLSP KRVQFGVLSPDEL 37.08 1486.814377 -0.297952459 RPB1_HUMAN[19-31] 
DSLRASTIRKVQTESSTGS KVQTESSTGSVGSNRVRTTLT 54.47 2207.150604 -1.279024637 PELO_HUMAN[46-66] 
DSRLPLVLRNLEEEAGVQD KYEESNLGLLESSVGDSRLPLVLR 61.85 2673.433701 3.026444979 SETD3_HUMAN[501-524] 
DSVCGETHRALQGAMEKLQ KEPEAAAPAPGTGGDSVCGETHR 79.58 2293.039322 -1.621864904 GOGA2_HUMAN[765-787] 
DSYRSPWSNKYDPPLEDGA KYDPPLEDGAMPSARLR 39.97 1914.962143 1.445981588 CAPZB_HUMAN[78-94] 
DTLGVGTFGKVKIGEHQLT KIGHYVLGDTLGVGTFG 47.94 1732.914856 3.258094292 AAPK2_HUMAN[12-28] 
DTLVTGFARIFGYPVGIVG KAFYGDTLVTGFAR 51.09 1544.798737 1.383351727 MCCB_HUMAN[348-361] 
DTVPQSILTKSRSVIEQGG KSRSVIEQGGIQTVDQLI 59.66 1970.079651 2.803439951 PDC6I_HUMAN[420-437] 
DTVYNMLRLSEVDIDDDER SEVDIDDDERPHNPH 58.23 1773.755417 -1.841291065 SDC10_HUMAN[145-159] 
DVDFEGVRQKAGYITPVPG KLVGDVDFEGVRQ 59.53 1460.76236 1.37873213 MTDC_HUMAN[288-300] 
DVDGVGINAKLQHPLGVTW KLQHPLGVTWD 32.65 1292.687729 0.088961934 NHLC2_HUMAN[473-483] 
DVRDKWDQYKGVGVALDDP KGVGVALDDPYENYRRN 43.88 1964.970413 0.193896049 CHERP_HUMAN[884-900] 
DVTAEEAAGASPAKANGQE KAPRGDVTAEEAAG 30.49 1370.678986 -0.491727098 MRP_HUMAN[7-20] 
DVYGICTKLKTSPNEGLSG KTSPNEGLSGNPADLERRE 61.97 2069.013718 -1.752042516 AT2B1_HUMAN[64-82] 
DWIGTFLGHKGAVWGATLN RQGDTGDWIGTFLGH 55.76 1658.780151 3.882973881 STRAP_HUMAN[44-58] 
DWKGLRITVKLTIQNRQAQ KLTIQNRQAQIEVVPSASALIIKAL 93.28 2703.601028 2.801078976 RL12_HUMAN[61-85] 
DYPLEAVRMQHLIAREAEA QHLIAREAEAAIYHL 57.91 1733.921249 2.879600214 KPYM_HUMAN[378-392] 
DYPLNNELDKEQEDVASTT KKTGQGDYPLNNELD 32.26 1690.816208 1.257380897 K0776_HUMAN[744-758] 
EAMAPPSHRKGDSNANSDV KLDVGEAMAPPSHR 95.34 1506.761276 2.056065582 PELP1_HUMAN[498-511] 
EASRLAHYNKRSTITSREI IMNSFVNDIFERIAGEASRLAHYN 56.65 2766.354736 2.940692997 H2B1B_HUMAN[62-85] 
ECTRGGFCNFMHLKPISRE RQYEMGECTRGGFCN 43.27 1863.745071 0.360564334 U2AF1_HUMAN[156-170] 
EDIVRERAIKFLSTKLKTL KGTLGGLFSQILQGEDIVRERAI 81.25 2499.380905 4.139425079 API5_HUMAN[130-152] 
EDSAEETEAKPAVVAPAPV KVLQDMGLPTGAEGRDSSKGEDSAEETEA 76.65 3006.372375 2.686293976 ILF3_HUMAN[460-488] 
EEAILQVHDKEVLASQLLV KEVLASQLLVLTGQRLAHA 34.58 2046.194931 3.240160505 RBGPR_HUMAN[1297-1315] 
EEDEEALHYLTRVEVTEFE KIPNFWVTTFVNHPQVSALLGEEDEEALHY 43.83 3482.714661 5.52500043 SET_HUMAN[90-119] 
EEEIQKPEEKVTWDGHSGS KVTWDGHSGSMARTQQAAQA 34.5 2129.007233 0.568340014 SF3A1_HUMAN[499-518] 
EELAIHNRGKEGYIERKAF KEEEGIGEELAIHNRG 105.22 1779.875092 -0.274176543 CFDP1_HUMAN[252-267] 
EELGPGNVQKEVSSSFDHV KVLQHYQESDKGEELGPGNVQ 59.09 2354.150238 0.201346538 MTCH2_HUMAN[90-110] 
EENLMDAQVKAIADTGANV KAIADTGANVVVTGGKVADMALHYAN 78.71 2585.327164 3.240595665 TCPQ_HUMAN[281-306] 
EEPHAEEHLKGDFYESEHG KGINLSSGDQNLAPEIGMQEIALHSGEEPHAEEHL 46.89 3749.795456 1.47101357 SON_HUMAN[1485-1519] 
EEVDVARAERQHQLYVGVL RQHQLYVGVLGS 49.47 1355.730988 -1.391131439 DDAH1_HUMAN[45-56] 
EEVKEAITHSVQVQCEQNW KDLLLHEPYVDLVNLLLTCGEEVKEAITH 34.42 3360.763901 4.781948531 STC2_HUMAN[163-191] 
EFDNAGAMMSVDETLMCSF KRQLVTLFSAPNYCGEFDNAGAMM 86.55 2719.255646 3.720503445 PP1A_HUMAN[260-283] 
EFNDLRKVTKEQWDTIEEL KEQWDTIEELIR 56.9 1558.799088 3.102388266 DECR_HUMAN[319-330] 
EFVEVISLPKNDLLQRLDA KPKPGDGEFVEVISLP 36.87 1710.919235 2.243823041 NUDT5_HUMAN[159-174] 
EGERPAQNEKRKEKNIKRG KMEEESGAPGVPSGNGAPGPKGEGERPAQNE 95.68 3062.399918 -1.732628051 HNRPM_HUMAN[17-47] 
EGLESYVADKEFHAPLIID KEFHAPLIIDENGVHELV 61.66 2059.073822 2.690044398 UAP1_HUMAN[501-518] 
EHCDFTILRNMLIRTHMQD NMLIRTHMQDL 49.53 1370.679855 2.085826234 SEPT7_HUMAN[287-297] 
EIAVNALWPKTAIHTAAMD KTAIHTAAMDMLGGPGIESQCR 88.91 2343.113342 2.484301504 HSDL2_HUMAN[198-219] 
EIDAHEDSFKSADESGQAL KSADESGQALLAAGHYASDEVRE 77.71 2403.130203 1.501791287 SPTA2_HUMAN[418-440] 
EIDCEDWIKKTTARDQDLE KTTARDQDLEPGAPSMGA 50.37 1859.868332 0.548425919 SYEP_HUMAN[1459-1476] 
EIDGEYRHDSRRNTLEWCL SRRNTLEWCLPVIDA 37.67 1828.925385 2.005002517 COPD_HUMAN[433-447] 
EILKRKAAEAHVDAHYYEQ AHVDAHYYEQNEQPTGTCA 43.64 2189.907242 2.20602951 ADK_HUMAN[123-141] 
EKIIQEFLSKVKQMPFTEM KVKQMPFTEMSEENITI 32.7 2023.995819 6.034103374 MSH2_HUMAN[890-906] 
EKTPVSGSLKSPVPRSDIP KSPVPRSDIPEPEREQ 56.87 1862.948608 0.237795073 THOC2_HUMAN[1277-1292] 
ELTREELRQIAEEDFYEKL KSEDDESGAGELTREELRQ 56.7 2147.993042 -2.234178559 MCM7_HUMAN[308-326] 
ENFDKLLAGKLRETLNISG KLRETLNISGPPL 38.48 1436.835083 2.443565056 AMPL_HUMAN[66-78] 
ENLDQAREDAQVAAEILEI SLATGHREEGGENLDQARED 45.27 2182.983887 -2.087051594 ANXA6_HUMAN[503-522] 
EPEGGSQDQKGQASSPTPE KVILERDTQRGEPEGGSQDQ 48.63 2241.098541 -0.767034545 MDC1_HUMAN[939-958] 
EQEFEALMRMLDNLGYRTG KWQIGEQEFEALMR 69.22 1763.866455 2.407778655 ADDA_HUMAN[369-382] 
ERIYEVVRPLVSLLHLNCS KLTITSNPEMTFPGERIYEVVRP 84.14 2676.394501 0.430056182 UN45A_HUMAN[714-736] 
ERLFPLIQAMHPTLAGKIT KQMLGERLFPLIQA 52.64 1642.922852 1.322034079 PABP1_HUMAN[559-572] 
ERLFPLIQTMHSNLAGKIT KQMLGERLFPLIQT 38.31 1672.933426 1.539810228 PABP4_HUMAN[568-581] 
ERTVYCNVHKHEPLVLFCE KHEPLVLFCE 30.59 1270.637985 3.304639126 TIF1B_HUMAN[213-222] 
ESRLNLVQRNVNIFKFIIP GARQQEGESRLNLVQR 42.32 1839.966324 -0.463051953 LDHA_HUMAN[97-112] 
ESRLNLVQRNVNVFKFIIP GVRQQEGESRLNLVQR 51.41 1867.997635 -0.585118514 LDHB_HUMAN[98-113] 
ETIMSSSMGKRTSEATKMH KLKSEGETIMSSSMG 35.34 1583.753464 0.416731527 COPD_HUMAN[241-255] 
ETSRALSSSKQSSSSRDDN KQSSSSRDDNMFQIG 30.1 1698.763138 2.021470753 TCP4_HUMAN[53-67] 
EVIVRMSPVKQLNPINLTE KQLNPINLTERGCVT 55.42 1741.91449 1.585611702 RTC1_HUMAN[176-190] 
EVKALDDFYKMLQHEPDRA KAAGEVKALDDFY 61.67 1425.713974 1.534669674 PELO_HUMAN[270-282] 
EVPELYHQRKGEIARCWIK KISATEDTPEAEGEVPELYHQR 46.65 2498.192474 0.803781142 KBP_HUMAN[285-306] 
EVTKQTVLQKEEERSQPTK KEEERSQPTKTPSSSQEPPDEGTSGTDVN 94.4 3116.401779 -1.888716673 GON4L_HUMAN[1379-1407] 
EYDFVETRSKDGVCVRVYT KDGVCVRVYTPVG 47.77 1448.744614 1.675933754 PSA_HUMAN[261-273] 
EYEDVSRVEKYTISQEAYD KYTISQEAYDQRQDTVRSFL 40.79 2447.208084 3.301721686 TBCB_HUMAN[106-125] 
EYLLAAQLGKNYISAWELQ KNYISAWELQR 40.31 1406.730606 0.40235138 WDR18_HUMAN[59-69] 
FAGDDAPRAVFPSIVGRPR VFPSIVGRPRHQGVMVGMGQ 34.94 2167.114319 -0.413453039 ACTA_HUMAN[32-51] 
FAIGSQTTKKASAISIKLG KFGFAIGSQTTK 72.16 1283.687393 2.158625235 PCNP_HUMAN[70-81] 
FAQMLKEGAKHFSGLEEAV KHFSGLEEAVY 62.54 1278.624435 0.607684304 TCPQ_HUMAN[20-30] 
FCFLEYEDHKTAAQARRRL NRGFCFLEYEDH 46.02 1585.661972 2.839192766 HNRPQ_HUMAN[285-296] 
FDEDAEPRRSRRKLMVIFS KDLGGFDEDAEPRR 66.43 1603.759033 -4.67152474 CAB45_HUMAN[85-98] 
FELAGRPMKVGHVTERTDA KALEQLNGFELAGRPMK 95.12 1901.019257 -0.254074228 RBM39_HUMAN[306-322] 
FESGDFVSFSEVQGMVELN KDNPGVVTCLDEARHGFESGDFVSF 50.24 2782.265732 3.680453625 UBA1_HUMAN[226-250] 
FFSSLKENGSQLRCVQQTI SQLRCVQQTIE 33.36 1360.676895 5.613382595 ERAP1_HUMAN[903-913] 
FGFVTFSSMAEVDAAMAAR AEVDAAMAARPHSIDGRVVEP 43.17 2190.085129 0.233324264 ROA2_HUMAN[73-93] 
FGGFAISAGKKEEPKLPQQ KRGFGFGGFAISAG 32.67 1370.709534 0.73684466 DDX42_HUMAN[11-24] 
FGNLPICMAKTHLSLSHQP KIDRYTQQGFGNLPICMA 56.59 2111.029205 4.485489816 C1TM_HUMAN[891-908] 
FGYKGSCFHRIIPGFMCQG RIIPGFMCQGGDFTRHNGTGG 53.98 2277.053177 1.23624693 PPIA_HUMAN[55-75] 
FGYKGSTFHRVIPSFMCQA RVIPSFMCQAGDFTNHNGTGG 58.54 2265.005554 3.085202148 PPIF_HUMAN[97-117] 
FHGDCLTLTKIIEARLKMY KLTDKTVIGCSGFHGDCLTLT 48.61 2322.134842 1.162723177 PSB1_HUMAN[73-93] 
FIQCSERQARLFFHCSQYN RLFFHCSQYNGNLQDL 55.48 2010.937027 5.319410731 CSDE1_HUMAN[48-63] 
FKKQMADTGKLNTLLQRAP KLNTLLQRAPQCLG 69.61 1610.892624 2.754994302 HNRPU_HUMAN[550-563] 
FKVAMGAFDKTRPVVAAGA KTRPVVAAGAVGLAQRALDEAT 39.98 2193.222946 1.936419646 ACADM_HUMAN[279-300] 
FPEGSVELYAEKVATRGLC KRFGFPEGSVELY 35.17 1527.772171 1.532296532 RS3_HUMAN[75-87] 
FPEMLGGRVKTLHPAVHAG RDAGLAVRDVSELTGFPEMLGGRV 60.56 2544.311859 3.137587074 PUR9_HUMAN[42-65] 
FQFIFASMQKPEGLPHISD KPEGLPHISDVVLD 43.98 1517.80896 1.834222931 IF4G1_HUMAN[629-642] 
FRYKGSCFHRIIPGFMCQG RIIPGFMCQGGDFTRHN 61.21 2004.941086 2.755691945 PAL4B_HUMAN[55-71] 
FSCHLEPGEKLRELCGTPG KLRELCGTPGYLAPEIL 31.73 1929.039337 2.309439686 PHKG2_HUMAN[183-199] 
FSQGGQFLRAVAQRCPSPP KLQQGYNAMGFSQGGQFLR 81.4 2129.047638 2.439588437 PPT1_HUMAN[104-122] 
FTAQVIILNHPGQISAGYA HPGQISAGYAPVLDCHTAHIAC 65.54 2374.094681 3.863788615 EF1A1_HUMAN[349-370] 
FTNMTEIQHKSIRPLLEGR KSIRPLLEGRDLLAAA 31.55 1722.015152 2.951193544 DDX18_HUMAN[208-223] 
FVVGQTDWEKITDESGHLA KRAIGFVVGQTDWE 36.17 1604.8311 2.769138759 YLPM1_HUMAN[1918-1931] 
GAAAAVRQSKLRNTPYQAP KTTYGGAAAAVRQS 44.42 1379.715714 -0.552287687 NU153_HUMAN[263-276] 
GAADRAGVRKGDRILEVNH LQHVSAVLPGGAADRAGVR 42.39 1873.028229 2.27599346 SNX27_HUMAN[78-96] 
GAADRVINQILTEMDGMST KARGGNIGDGGGAADRVINQ 55.85 1924.982727 0.137144088 TERA_HUMAN[584-603] 
GADIGTAMAKDERVNLLSF KDERVNLLSFTGSTQVG 55.7 1849.9534 3.267109323 AL7A1_HUMAN[235-251] 
GAGGLRSHLKITDSAGHIL KDLLVTGAYEISDQSGGAGGLRSHL 111.04 2543.297974 1.064759233 TMEDA_HUMAN[50-74] 
GAKPVDTAAREREVEERLQ KEDDSSASTSQSTRAASIFGGAKPVDTAA 68.44 2854.358063 2.111858382 IF4B_HUMAN[343-371] 
GAKVIDATGKLVIPGGIDT KLVIPGGIDTSTHFHQ 57.03 1748.92099 2.123023293 DPYL5_HUMAN[56-71] 
GAPEIELALRLTEYSRTLS KRALIAGGGAPEIELAL 48.79 1677.977707 2.793243307 TCPD_HUMAN[418-434] 
GAPGGRREPKKYAVTDDYQ KKYAVTDDYQLS 34.25 1429.708893 0.133593629 MAPK3_HUMAN[35-46] 
GASGGGANSKPAQKKSCGS KVGGSGGGGHGGGGGGGSSNAGGGGGGASGGGANS 131.35 2513.062485 0.062075655 SOX4_HUMAN[157-191] 
GCGNFQETHKNNPIYQFHI KWSGQSAGGCGNFQETH 84.28 1849.780212 -0.848208879 CAN7_HUMAN[695-711] 
GCRKQLAQIKEMVELPLRH KEMVELPLRHPALF 46.55 1678.922852 1.948868583 TERA_HUMAN[217-230] 
GCSCPGDVAKAFGAGADFV KGHIISDGGCSCPGDVA 59.6 1728.755981 -2.132747502 GMPR2_HUMAN[213-229] 
GDDLSTLTGKNVLIVEDII KNVLIVEDIIDTGKTMQTLLSLVRQYNP 53.61 3200.747864 4.563933375 HPRT_HUMAN[128-155] 
GDIINALCFSPNRYWLCAA KHLYTLDGGDIINALCF 71.93 1948.97168 4.18271855 GBLP_HUMAN[225-241] 
GDLTNLIHTKYPQLLPGIR KYPQLLPGIRGISEETTTGVHNLY 47.55 2685.412598 2.124813149 SAHH_HUMAN[142-165] 
GDQAGQNIRKDRHYRSARV KDDQKDAEEEGGDQAGQNIR 94.01 2201.97847 -0.221164742 PRP16_HUMAN[86-105] 
GDYTTTIEAFISASGRAIQ FISASGRAIQGGTSHHLGQNFS 32.72 2271.114487 0.768345238 SYEP_HUMAN[1228-1249] 
GEAPAALRGRLLCDFRRAP AVSGPRQAEGGERGGGPAGAGGEAPAALRG 62.12 2659.317474 -1.956141021 EXOS6_HUMAN[65-94] 
GEEVALYCAKYLPDIIKDQ KYLPDIIKDQ 42.78 1231.681213 1.413515106 PPM1G_HUMAN[73-82] 
GEKALEICGAQRSASELTA AQRSASELTAGAEAE 43.13 1489.700821 4.492177158 TSYL1_HUMAN[137-151] 
GEQNGGMQCKPYGAGPTEP KPYGAGPTEPAHPVDERL 47.19 1932.96936 -0.687543231 FIGL1_HUMAN[359-376] 
GESSSRSAEKRSAEEEAAD KRSAEEEAADLPTKPT 78.5 1741.884598 -0.622314476 PCNP_HUMAN[51-66] 
GEVTISVYAKNSLPELSRV KNSLPELSRVEANSTLL 60.53 1870.015945 3.859325381 CHRD1_HUMAN[248-264] 
GFEPFSVLRFSQKFVDRVA RVDYSGGFEPFSVLR 37.69 1727.863129 2.827191528 MRE11_HUMAN[366-380] 
GFGGKRTSDKVKVAVAIPN KVKVAVAIPNRPPDAVLTDTTSLNQAALY 60.53 3064.692062 3.576215743 DHB4_HUMAN[477-505] 
GFGVRGTEGKIQAIAWARN KLCSAHGVLVPGGFGVRGTEG 68.63 2097.078979 0.039578862 PYRG1_HUMAN[360-380] 
GFSRSTGKGGDDKDDDEDD DDHQYIYRLAGGFSRSTGKG 31.03 2227.077026 4.744335233 DMP1_HUMAN[79-98] 
GGAGVETGGKLLVSNLDFG KWQHDLFDSGFGGGAGVETGG 98.31 2120.955231 5.843121919 THOC4_HUMAN[86-106] 
GGATEIELAKQITSYGETC KRLVPGGGATEIELA 42.11 1509.851471 2.226046776 TCPQ_HUMAN[406-420] 
GGDTATCCAKWNTEDKVSH KATSRGCITIIGGGDTATCCA 102.9 2168.997681 3.412175156 PGK1_HUMAN[361-381] 
GGENYDDPHKTPASPVVHI KTDNAGDQHGGGGGGGGGAGAAGGGGGGENYDDPH 128.72 2980.195328 -1.616337008 HNRPL_HUMAN[31-65] 
GGGGENYDDPHKTPASPVV KTDNAGDQHGGGGGGGGGAGAAGGGGGGENYDD 128.87 2746.083649 -1.42603085 HNRPL_HUMAN[31-63] 
GGGTSRMYYSRRGVITDQN SRRGVITDQNSDGYCQTGTMS 96.17 2348.012146 -0.721035452 DESP_HUMAN[43-63] 
GGQQRAGDWKCPNPTCENM KCPNPTCENMNFSWR 90.53 1939.812744 1.247543098 FUS_HUMAN[427-441] 
GGRIDKPILKAGRAYHKYK NRAVVGVVAGGGRIDKPIL 63.27 1890.116318 2.509898441 RL8_HUMAN[162-180] 
GGSDYNYESKFNYSGSGGR KGYNHGQGSYSYSNSYNSPGGGGGSDYNYES 117.19 3252.292892 4.796923438 ILF3_HUMAN[775-805] 
GGSEGGRAPKRLKTDNAGD AAGGGGGGGRYYGGGSEGGRAP 94.16 1866.835754 -0.253369906 HNRPL_HUMAN[6-27] 
GGSEVFQELKGICIALGMS KKAQEGGGSEVFQEL 31.64 1605.799835 0.876198869 FA98A_HUMAN[132-146] 
GGVVTIERSKSKITVTSEV KAGNLGGGVVTIERS 128.48 1456.799789 -0.094041749 RL22_HUMAN[52-66] 
GHALPKVTLQEMLKSCMVQ QEMLKSCMVQVVAAY 30.04 1771.830688 9.794389564 COG1_HUMAN[770-784] 
GHSPQVNHLKRPVSGVGDA KRPVSGVGDAPGTSNGATVSST 54.76 2044.018539 -1.323862748 ZN592_HUMAN[1096-1117] 
GIAVQVKTPKTVFFESLER KTVFFESLERQL 47.51 1495.803467 1.942100058 UBA6_HUMAN[295-306] 
GIQTVDQLIKELPELLQRN KSRSVIEQGGIQTVDQLI 59.66 1970.079651 2.803439951 PDC6I_HUMAN[420-437] 
GIYGVLNRKRGHVFEESQV RGHVFEESQVAGTPMFVV 46.05 1988.977859 3.078465641 EF2_HUMAN[767-784] 
GKAELERLQAEAQQLRKEE KELEVAEGGKAELERLQ 103.9 1898.010849 3.532645772 CDC37_HUMAN[69-85] 
GKFVESKSDKWIDIHNPAT KWIDIHNPATNEVIGRVPQAT 39.3 2358.244415 3.4886121 MMSA_HUMAN[55-75] 
GLENLELSRKYFAQALKLN KYTQGGLENLELSR 45.4 1606.831451 2.39664216 TTC35_HUMAN[199-212] 
GLQNMELHGMIMLRISDDK KITLTCGRDGGLQNMELHG 83.02 2099.025192 0.839437281 COPD_HUMAN[281-299] 
GLSGGRVVRIAVHPDYQGM KASGDLIPWTVSEQFQDPDFGGLSGGRVVR 46.14 3217.615662 5.183962832 NAT10_HUMAN[599-628] 
GLSPDTPEEKIREYFGGFG KIREYFGGFGEVESIELPMDN 80.78 2429.157288 1.211531264 HNRPD_HUMAN[197-217] 
GLTSPGLSYSLGSSFGSGA SLGSSFGSGAGSSSFSRTSSSRAVVVK 35.38 2591.293976 1.033074605 K2C8_HUMAN[438-464] 
GLTSVAVRGKDCAVIVTQK KAINQGGLTSVAVRG 108.72 1469.831421 2.38870931 PSA6_HUMAN[30-44] 
GMGAYCPAPQVSNDLLLKI KRLLEGDGGPNTGGMGAYCPAP 60.97 2217.03067 2.946283102 PUR2_HUMAN[219-240] 
GMLDNILASKLYRPGSVAY KLYRPGSVAYVSRSGGMSNELNN 35.46 2498.233566 -1.20685273 ACLY_HUMAN[650-672] 
GNPELVALVKHLSKMFKEE KQIDARGGNPELVALV 35.39 1678.9366 1.75349087 GGPPS_HUMAN[273-288] 
GNQMLEQYDKLQDGSIKMK KPGGRLILPVGPAGGNQMLEQYD 46.77 2409.247452 2.307359502 PIMT_HUMAN[174-196] 
GNVVTAAQAKNLIDAGVDA KDKYPNLQVIGGNVVTAAQA 94.4 2085.121841 2.850193156 IMDH2_HUMAN[291-310] 
GPGIESQCRKVDIIADAAY KTAIHTAAMDMLGGPGIESQCR 88.91 2343.113342 2.484301504 HSDL2_HUMAN[198-219] 
GQDRIRPLWKHYFQNTQGL KNICFTVWDVGGQDRIRPLW 74.97 2459.253235 2.540608633 ARF4_HUMAN[59-78] 
GQDSVRQARKEAVCKIQAI KELLELDSVETGGQDSVRQAR 94.1 2329.187347 1.831110754 BAG4_HUMAN[418-438] 
GQLQEQLTQQLSQALSSAV RALAEGQQRGGQLQEQLTQ 43.13 2110.087906 -0.404248561 EDC4_HUMAN[1007-1025] 
GQRNALQAISPATMEVLMR CLLHLFGAIVAGGQRNALQAI 32.58 2221.215363 -6.48833978 AL2SF_HUMAN[215-235] 
GRGAGGEENKENERPSAGS KQVPGGGGGGGSGGGGGSGGGGSGGGRGAGGEEN 78.79 2585.119995 0.338862413 SRP68_HUMAN[5-38] 
GRLEDTKLIKGVIVDKDFS KGVIVDKDFSHPQMP 42 1696.860687 2.520536914 TCPE_HUMAN[226-240] 
GRMAESMLAILCHILRGEP KVYGGRMAESMLA 31.43 1411.69516 1.474822652 HUWE1_HUMAN[1263-1275] 
GRMQRERRGKNVVHQLSVT KNVVHQLSVTLEDLYNGATR 90.91 2256.186234 2.002494268 DNJA1_HUMAN[105-124] 
GRSESINVTLNVEQAAYTR QEKLTSRKMDSRWGGRSESINVT 42.18 2680.335083 4.402434634 MYO1F_HUMAN[318-340] 
GRVYGTTGTKVKGVDLDAP NIKTGGRVYGTTGT 50.3 1423.741959 -0.974193386 FIP1_HUMAN[121-134] 
GSEDASAMLRRFLGRDPKQ KVGMDYRSCILRPGGSEDASAML 31.47 2512.187225 0.942604905 THOP1_HUMAN[636-658] 
GSGIHRPVAKKAMPGAEYK KEAEEEELEIPPQYQAGGSGIHRPVA 95.86 2833.388199 5.774711706 RRP12_HUMAN[1199-1224] 
GSILQPRPSLPLSSTMHLG LPLSSTMHLGPVVSKALSTSCL 30.74 2313.207245 -5.181118132 RAI1_HUMAN[1664-1685] 
GSNPFQHLEKSAVLQEARV KSAVLQEARVFNETPINPR 71.52 2168.170166 -1.372124774 COPG_HUMAN[24-42] 
GSNRSAEAQKLGNGINIIV KLGNGINIIVATPGRLLDH 50.4 2000.153076 1.933352025 DDX18_HUMAN[297-315] 
GSSGLPPSTKKSGQKPVLD KKTGSPGGPGVSGGSPAGGAGGGSSGLPPST 78.06 2522.23616 -0.919025758 DC1L1_HUMAN[454-484] 
GSTPVLTPGKTPIGTPAMN KSRWDETPASQMGGSTPVLTPG 63.19 2301.105957 4.392235816 SF3B1_HUMAN[335-356] 
GSTRIPKVQKLLQDFFNGR KLLQDFFNGRDLN 52.73 1578.81543 2.376465246 HSP71_HUMAN[348-360] 
GSTSRATSFLLALEPELEA KVTAEVVLAHLGGGSTSRATSF 49.21 2187.164795 0.986665479 RPN1_HUMAN[48-69] 
GSVLDIIKHIVAKGEHKSG KLLSGGSVLDIIKH 71.99 1478.88205 2.035997394 OXSR1_HUMAN[93-106] 
GTLGVFSPKKTPHLVNLNE KTPHLVNLNEDPLM 44.1 1619.834106 2.548409115 KIF1A_HUMAN[490-503] 
GTNVGEDIRKLDYGQHVVA KLDYGQHVVAGTPGRVFDM 59.48 2089.041519 2.251750364 IF4A3_HUMAN[152-170] 
GTNVRAEVQKLQMEAPHII SCHACIGGTNVRAEVQ 81.87 1757.793747 1.83582403 IF4A1_HUMAN[130-145] 
GTPLLYAVHGNHVKCVKML GNHVKCVKMLL 30.54 1297.699875 9.129229515 ANRA2_HUMAN[258-268] 
GTWGRRSPLAAARTESGCD AAARTESGCDAEGRASPAEGSAGSPGSPTCCRC 55.16 3339.372116 -0.468351518 KLRG2_HUMAN[189-221] 
GVDHAAAFGRIAFSCPQKE KLELQGVKGGVDHAAAFG 34.71 1795.958084 -0.301788781 GLOD4_HUMAN[198-215] 
GVGGFLPAMKQIGNVAALP KQIGNVAALPGIVHR 75.48 1571.92598 1.796522251 CV028_HUMAN[67-81] 
GVGGSNTNWKTLYEVKSEN KTLYEVKSENLGQGDKPDYFS 60.47 2417.175049 2.764797693 RFA1_HUMAN[443-463] 
GVGPMTVAMLMQSTVESAK KERASFITPVPGGVGPMTVAM 44.49 2144.112228 3.686840594 C1TC_HUMAN[262-282] 
GVKLEDLIVKDGLTDVYNK NRGSTPYGGVKLEDLIV 48.5 1816.968307 2.111759454 THIL_HUMAN[164-180] 
GVKTIEAHSRMVIPGGIDV KQIGENLIVPGGVKTIEAHS 58.75 2089.153137 3.990612202 DPYL2_HUMAN[43-62] 
GVPAWAETTKRKTSSDDES KEEFQHAMGGVPAWAETT 50.29 1987.909805 1.573008993 UTP18_HUMAN[183-200] 
GWGELQNSVKTFGETHPFT RHFNALGGWGELQNSV 74.13 1783.875412 2.898184461 LKHA4_HUMAN[339-354] 
GYPEIVKENKLFEHYYQEL KLFEHYYQEL 35.13 1368.671371 1.689960095 NSUN2_HUMAN[46-55] 
GYSSLGMVLRMNAQDVRAL FAAGGYSSLGMVL 37.46 1287.616928 5.478337421 EPHA8_HUMAN[951-963] 
HEVKRLRFDKEGEVRETAS KEGEVRETASQTTSSEISS 30.65 2024.949799 0.263216402 PP4R2_HUMAN[252-270] 
HFAAEDVKAKLHELNQKWE KGNAMVEEGHFAAEDVKA 86.79 1901.894135 1.733534974 SPTA2_HUMAN[846-863] 
HFASETIRTRLMELHRQWE KLDETGNLMISEGHFASETIRT 30.05 2448.195465 2.1150272 SPTA2_HUMAN[101-122] 
HGAGNLAGLKGRLDYLSSL RIGDLQAFQGHGAGNLAGL 66.17 1893.980942 0.31679305 4F2_HUMAN[125-143] 
HGRFQTMEEKKAFMGPLKK FGHGRFQTMEE 51.77 1337.582275 -1.750172714 RL3_HUMAN[374-384] 
HHCCLKCFDKFCANTCVEC KFCANTCVECR 59.82 1443.605728 -1.464388759 FHL1_HUMAN[34-44] 
HPSMNLLLRKTFDLYANVR KTPIAAGHPSMNLLLR 44.28 1717.96611 2.259648766 IDH3A_HUMAN[100-115] 
HSTDAREMSKTFIIGELHP KTFIIGELHPDDRP 74.47 1636.8573 1.167481124 CYB5_HUMAN[77-90] 
HVGLGVKCSKEVATAIRGA KAFVAIGDYNGHVGLGVKCS 61.82 2091.057159 1.192219921 RS2_HUMAN[125-144] 
HYASDEVREKLTVLSEERA KSADESGQALLAAGHYASDEVRE 77.71 2403.130203 1.501791287 SPTA2_HUMAN[418-440] 
IALWGGEKFKQIQRFSHQG QRGIALWGGEKF 31.86 1360.725159 0.025721579 EIF3B_HUMAN[354-365] 
IATMEEVKCKIQVLQQQAD KIQVLQQQADDAEERAE 104.68 1969.970459 4.260469979 TPM3L_HUMAN[13-29] 
ICAFRQGLTKDAHNALLDI KDAHNALLDIQSSGRA 95.85 1694.869965 1.585372362 EIF3C_HUMAN[627-642] 
ICPHMTEDNKDLIQGKDLL KFIQENIFGICPHMTEDN 41.86 2192.003052 3.217148805 PDIA3_HUMAN[234-251] 
IDSSYRPSQKDVEPPKISS KALLDESLARGIDSSYRPSQ 58.48 2205.138916 2.415720824 INT12_HUMAN[32-51] 
IDTSTHFHQTFMNATCVDD KLVIPGGIDTSTHFHQ 57.03 1748.92099 2.123023293 DPYL5_HUMAN[56-71] 
IGELITRSAKHIFKTYLQG KIGIGELITRSA 43.42 1256.745209 3.400052747 EIF3X_HUMAN[810-821] 
IGQPLSLLLKNSPLVSRLT KNSPLVSRLTLYDIAHTPGVAADLSHIET 76.55 3117.645844 5.143945401 MDHM_HUMAN[45-73] 
IHDGLTVHLVIKTQNRPQD VIKTQNRPQDHSAQQTNTAGSNVTTS 48.97 2782.359421 0.758708592 UBQL1_HUMAN[105-130] 
IHEDSQNRKKLSELLRYYT KLSELLRYY 51.23 1183.660065 0.977476587 HS90A_HUMAN[458-466] 
IIDCVVRIPKEQGVLSFWR KEQGVLSFWRG 41.63 1305.682968 1.02321929 ADT2_HUMAN[63-73] 
IIFKNSKTGKVDNIQAGEL KVDNIQAGELTEGIWR 99.43 1827.947891 2.381358912 SSRP1_HUMAN[39-54] 
IIKTNKKTGKPMINLYTDK KPMINLYTDKDTGKP 49.69 1719.886536 0.022094481 RBP56_HUMAN[268-282] 
IITNWDDMEKIWHHSFYNE KYPIEHGIITNWDDME 46.45 1975.89856 1.469711077 ACTA_HUMAN[70-85] 
ILHENFQTLKAEDNFEDII KAEDNFEDIITKPPVR 78.5 1870.978851 1.722093223 DC1L1_HUMAN[344-359] 
ILITWTKGFKATDCVGHDV KATDCVGHDVVTLLRDAI 98.19 1982.025528 5.769855049 HXK1_HUMAN[624-641] 
ILLDQGQLNKYESLELCRP KYESLELCRPVLQQGR 59 1975.030899 1.266815624 CLH1_HUMAN[429-444] 
ILQAASLLILLLLLIKAVQ DVSGILQAASLLI 32.21 1298.744553 -5.319752821 CP4AB_HUMAN[14-26] 
ILSQVIHLEKITSEMGSAS KVVETLPHFISPYLEGILSQVIHLE 74.98 2860.573853 5.467434439 HEAT1_HUMAN[1766-1790] 
ILTVDELLAIRIPLNDLFR IRIPLNDLFRCN 42.93 1529.813644 2.574169746 LAMP2_HUMAN[143-154] 
ILYAGIMLTKNGPKVLEFN KNGPKVLEFNCRFGDPECQVILPLL 30.66 2942.514648 5.00694194 PUR2_HUMAN[281-305] 
IMDHEEARRKHTGGKILGF IVLTTSAGIMDHEEARR 46.93 1897.967972 1.253972688 RS15A_HUMAN[102-118] 
INVTDFTRGILTPRIKVGR KVSHLLGINVTDFTRG 61.56 1755.963181 3.018856009 MYH9_HUMAN[373-388] 
IPCELRVTSAHKGPDETLR KACGNFGIPCELRVTS 80.8 1807.870926 1.697023806 PUR6_HUMAN[286-301] 
IPQSIIECVKQICVVMLET KQICVVMLETLSQSPPKGVTIPYRP 76.18 2840.529236 2.434757549 PCBP2_HUMAN[160-184] 
IQDGYLSLLQDSGEVREDL KRNDFQLIGIQDGYLSLL 56.5 2092.131668 4.676569907 IF5A1_HUMAN[85-102] 
IRDGVVRPLKCTVFHGAQV KCTVFHGAQVEDAFRY 96.69 1926.904678 0.80232303 FAS_HUMAN[1827-1842] 
IRKAREVLMRLGLDPTQED RLGLDPTQEDCVATHR 57.89 1866.90065 -0.486367606 HXK2_HUMAN[358-373] 
IRNHKEDEAKYISQCIDEI KYISQCIDEIKQEL 40.94 1765.891998 2.596987814 AP3D1_HUMAN[34-47] 
ISDLAQHYLMRANITAIRR KGISDLAQHYL 49.57 1243.656067 2.971078659 TCPG_HUMAN[294-304] 
ISFPDPKMLKEWEKFQEEA KEWEKFQEEA 33.01 1322.614243 2.758929914 SYTC_HUMAN[309-318] 
ISINSAYTSKILPPEKEGG KILPPEKEGGLPRQVGN 36.75 1831.031555 0.811564386 AT2B4_HUMAN[517-533] 
ISNVWFDRFKITNDCPEHL KGGISNVWFDRF 48.24 1424.720093 2.806867131 LYPL1_HUMAN[70-81] 
ISSKAMGIMNSFVNDIFER NSFVNDIFERIAGEASRLAHYN 46.58 2522.230194 3.769283241 H2B1B_HUMAN[64-85] 
ISSMIQSQEKPDRVLVRVR KERYGISSMIQSQE 32.84 1654.798431 1.553663547 SYDC_HUMAN[26-39] 
ISVDPRRRNKSTESLQANV KSTESLQANVQRL 125.21 1472.794678 1.558940994 RL13_HUMAN[105-117] 
ITSVKNSWFKILQEYVEHQ KEAFSDGITSVKNSWF 81.04 1814.883911 3.010109885 ASNS_HUMAN[467-482] 
ITTTLNSRCSVLAAANSVF KAGITTTLNSRC 59.67 1320.681976 0.278643918 MCM5_HUMAN[471-482] 
IVGECNVQYALNPESEQYY KVTQHLGIVGECNVQY 45.2 1843.925079 0.89754189 PYR1_HUMAN[654-669] 
IVTNWDDMEKIWHHTFYNE KYPIEHGIVTNWDDME 52.29 1945.888 3.404101367 ACTB_HUMAN[68-83] 
IVTSLQARCTVIAAANPIG KAGIVTSLQARC 60.4 1302.707794 2.1109876 MCM2_HUMAN[613-624] 
IYHRFTVDEKNYTKAMRLF KGDMVTLPAGIYHRFTVDE 36.73 2148.067383 3.304365615 MTND_HUMAN[121-139] 
IYLWDVEGRKYFDFLSSYS KGIYLWDVEGR 70.89 1334.698273 3.709452616 OAT_HUMAN[66-76] 
KARAKAKTRSSRAGLQFPV SSRAGLQFPVGRVH 37.29 1509.816452 0.225192936 H2A1B_HUMAN[19-32] 
KATGDETGAKVERADGYEP KVERADGYEPPVQESV 60.51 1801.884628 2.161070659 RS3A_HUMAN[249-264] 
KDVSAQATGKNVGCLQEAL KASEWVQQVSGLMDGKGGGKDVSAQATG 76.25 2790.360672 2.297552451 SYAC_HUMAN[915-942] 
KDYNVTANSKLVIITAGAR KLVIITAGARQQEGESRL 61.54 1968.111588 -0.332298231 LDHA_HUMAN[90-107] 
KEFTEAVEAKQVAQQEAER KQVAQQEAERARFVVE 54.55 1886.996231 1.585588753 PHB_HUMAN[186-201] 
KELVASGENKIKQGLLPSL KIKQGLLPSLEDLLFY 44.84 1876.070953 3.938550399 GLSK_HUMAN[130-145] 
KFIEIAARKKRNFILDQTN KRNFILDQTNVSAAAQ 52.39 1774.932571 3.657040333 HNRPU_HUMAN[573-588] 
KFKVASFRKKYELRAPVAG KYELRAPVAGTCYQAEWDDYVPK 66 2758.306076 -0.824419023 PEBP1_HUMAN[157-179] 
KFYGDEEKDKGLQTSQDAR KGLQTSQDARFY 66.25 1412.704819 0.681671066 CALR_HUMAN[64-75] 
KIFKKEKEMKKGIAFPTSI KKGIAFPTSISVN 35.91 1360.771439 2.25827785 PA2G4_HUMAN[71-83] 
KIIRKEIPAKIIFEDDRCL KIIFEDDRCL 42.64 1307.654358 1.1440332 HINT1_HUMAN[30-39] 
KKFVAMKVVKSAEHYTETA KSAEHYTETALDEIRLL 108.96 1988.021423 4.189592679 SRPK1_HUMAN[283-299] 
KKLKKVKLRKLERPPETPT KLERPPETPTVDPTV 40.37 1677.893753 1.757560629 CHD4_HUMAN[696-710] 
KKQPHGGQQKPSYGSGYQS KPSYGSGYQSHQGQQQSYNQSPYSNYGPPQG 48.88 3418.487518 5.94268661 ILF3_HUMAN[742-772] 
KKRAANASSKLQEANAQLA KLQEANAQLAEQACPHDVEMTPVQR 70.5 2862.375229 0.241407902 L2GL1_HUMAN[685-709] 
KKRQLYMVSKELRNVLLNN KELRNVLLNNSE 37.97 1427.773193 1.435101885 NSUN2_HUMAN[565-576] 
KLSPDAIPGKWTSQDSLLG KWTSQDSLLGMEFSGRDASG 110.41 2170.995331 3.879787248 FAS_HUMAN[1591-1610] 
KLTKEEIVDKYDLFVGSQA KYDLFVGSQATDFGEALVRHDEF 51.99 2643.260544 3.593289364 CALU_HUMAN[293-315] 
KNPDITKAWKLICDVSRQE KLICDVSRQELN 43.95 1473.760941 -0.730783379 SYRC_HUMAN[309-320] 
KNVHELEKSKRALEQQVEE KRALEQQVEEM 65.88 1359.68161 0.177982844 MYH10_HUMAN[1534-1544] 
KNVTLPAVFKAPIRPDIVN KAPIRPDIVNFVHT 33.37 1605.899109 1.39174372 RL4_HUMAN[29-42] 
KPADAVYGQKEIHRKVMSQ KNSSYVHGGLDSNGKPADAVYGQ 71.22 2363.114197 1.195456404 G3BP1_HUMAN[36-58] 
KPEDVMPSVKGAQERLPTV KGAQERLPTVPLSGMYN 33.61 1859.956345 3.240398634 UBFD1_HUMAN[431-447] 
KPFEYDNYSMKHLRFESIL MKHLRFESILQ 58.5 1400.759811 4.04280588 HERC5_HUMAN[126-136] 
KPGDKKKEKKSLTPAVPVE KSLTPAVPVESKPDKPSG 58.15 1835.999268 -2.017974661 ICAL_HUMAN[132-149] 
KPLLPEPEEKPKPRSESEL KPATDKDGKPLLPEPEE 37.76 1862.962524 -2.706978769 ICAL_HUMAN[342-358] 
KQGRSDSSSKKDVIELTDD KKDVIELTDDSFD 50.47 1523.735519 2.594282243 PDIA6_HUMAN[159-171] 
KRDFVDHLDKVDPVDGVVL KVDPVDGVVLVDPDYLKDR 33.17 2141.136856 3.907270092 ARRB2_HUMAN[34-52] 
KRKCNCRQEMRTTQLGPGR MRTTQLGPGRFQM 31.56 1521.75444 2.197463607 DJB11_HUMAN[175-187] 
KSMAWRVLLKALERLEGVE KALERLEGVEGVAHIIDP 46.32 1945.063248 3.869282918 DYHC1_HUMAN[2239-2256] 
KSTPQPPSGKTTPNSGDVQ KTTPNSGDVQVTEDAVRRY 70.38 2135.060715 0.817775339 T2FA_HUMAN[444-462] 
KTPIGTPAMNMATPTPGHI KSRWDETPASQMGGSTPVLTPGKTPIGTPAM 49.81 3197.58493 3.412888239 SF3B1_HUMAN[335-365] 
KVFDVTKGRKFYGPEGPYG KFYGPEGPYGVFAGRDASRGLATFCLD 42.4 2950.407227 3.875397232 PGRC1_HUMAN[105-131] 
KVGMKHYHLKRNQSFCPTV KRNQSFCPTVNLD 39.98 1577.762024 1.261280199 RL27A_HUMAN[64-76] 
LAVQSGDKTKKPGAGDTAF KGPGLAVQSGDKT 45.25 1256.67247 -0.49973244 RBM14_HUMAN[153-165] 
LAVSGLPPQKPSAPPAPEL KPSAPPAPELNNSLHPTPHT 39.19 2104.070129 1.778457832 MLL2_HUMAN[2658-2677] 
LAYDAPSPPAFAKSQPNMY AFAKSQPNMYGLAAY 31.44 1646.776245 5.202892637 HXD3_HUMAN[285-299] 
LDEMYSDVWKQLKEEKKVR KQTRQGLDEMYSDVW 40.52 1854.85704 4.535120399 RUFY1_HUMAN[390-404] 
LDPYNVLAPKGASGTREDP KKGLDPYNVLAP 34.26 1313.734314 0.677458136 COX5B_HUMAN[56-67] 
LDYEERVLPSIVNEVLKSV RLGLDYEERVLP 31.53 1458.783051 3.599575685 PHB2_HUMAN[123-134] 
LEDIDRILERIEDSTGLNR RIEDSTGLNRPGPAPLSSR 43.7 2022.060623 -0.569221312 TCF25_HUMAN[156-174] 
LEGTVFFEEKDKPNPQLIY KDKPNPQLIYDDEIPSL 56.09 1984.015289 3.90874004 RRP44_HUMAN[878-894] 
LEHSAHVLEKGGKVFSATL KGGAAVDPDSGLEHSAHVLE 58.05 1987.95993 1.228394981 PARP1_HUMAN[528-547] 
LELPEDEEEKKKMEESKEK KEFDGKSLVSVTKEGLELPEDEEE 38.11 2706.312317 1.361631463 H90B3_HUMAN[399-422] 

LEREIMLAAKKGLDPYNVL KKGLDPYNVLAP 34.26 1313.734314 0.677458136 COX5B_HUMAN[56-67] 
LFGLNENQLRILLLQNDPC KSHGLFGLNENQL 41.63 1455.747009 0.524129533 ZCCHL_HUMAN[141-153] 
LFSANDWQCKTCSNVNWAR KSRGLFSANDWQC 37.83 1567.720154 0.80371487 ZRAB2_HUMAN[59-71] 
LGACLSRLLISCLLGMWLI LLGLGACLSRLL 34.35 1284.758759 3.272209643 K1529_HUMAN[45-56] 
LGDRPAPKDKWSNFDPTGL KWSNFDPTGLERAA 48.87 1590.779037 2.373051135 ATD3A_HUMAN[46-59] 
LGGSHALLLLRSCGSLLPE KVFNDTCRSGGLGGSHALLL 65.27 2101.073868 3.114597778 LPPRC_HUMAN[107-126] 
LGLDESGLAKQAASGLVGQ KQAASGLVGQENAREACGVIVELIKS 59.9 2726.438477 1.289961255 RUVB1_HUMAN[33-58] 
LGLTPEQKQKKAALSASEG KKAALSASEGEEVPQD 62.29 1657.815857 -1.672682758 AIFM1_HUMAN[111-126] 
LGQPGSVLRVLWLADCDVS NRLEDAGVRELCQGLGQPGSVLR 48.74 2523.297592 2.575994215 RINI_HUMAN[351-373] 
LGSASSIQAAVRQLEAEAD KQTGRLGSSGLGSASSIQA 47.65 1803.943878 -0.168519655 HUWE1_HUMAN[3745-3763] 
LGVIACIGEKLDEREAGIT KVAHALAEGLGVIACIGE 56.67 1806.966187 0.11400324 TPIS_HUMAN[113-130] 
LHALQEASNKDAEALAAAQ KITDGLHALQEASN 40.22 1495.763046 2.437551863 SMC2_HUMAN[354-367] 
LHEDLNRVKKKEYVELCDA LLDGLHEDLNRVK 48.9 1520.83107 -0.746960016 UBP11_HUMAN[365-377] 
LHPQIIIRAFRTATQLAVN KPYVEEGLHPQIIIRA 97.15 1862.041382 1.757211215 TCPH_HUMAN[109-124] 
LIEEAYGLDKIEFLQSHEN KRSGSGVNPYCGLIEEAYGLD 31.82 2284.079376 3.5541672 IMA7_HUMAN[457-477] 
LIPEEFFQFLYPKTGVTGP KVRYGLIPEEFFQF 35.7 1771.929733 3.058247683 AT5F1_HUMAN[53-66] 
LLCKSMGPKKVGTLWREAG KVGTLWREAGLSW 38.06 1501.804138 2.945790259 IF4G1_HUMAN[1392-1404] 
LLKDPGVGGKARAGAGAPV KARAGAGAPVVGSGSSGGGNAFTGLGPVSTLPSLHG 63.85 3190.648361 3.12851774 WDR6_HUMAN[533-568] 
LLKLNPVGAKFDPYEHEAL KFDPYEHEALFHTPVEG 48.59 2014.94249 2.016434722 GRPE1_HUMAN[169-185] 
LLNNPGFMSMASNLMNNPQ KLREAPSPTGGVGSFDIAGLLNNPGFMS 70.31 2831.427612 4.446873353 SGTA_HUMAN[205-232] 
LLTTPQLHYMVYCRNTGGR KLSQSVIDGVTVLGGQFHDYGLLTTPQLHY 77.52 3285.703415 5.973454546 AGM1_HUMAN[135-164] 
LNGMQLGDKKLLVQRASVG KLLVQRASVGA 31.01 1140.697876 0.294556523 U2AF2_HUMAN[329-339] 
LNPESPTEEKIREYFGEFG KIREYFGEFGEIEAIELPMDP 41.39 2482.208969 4.864618632 ROAA_HUMAN[169-189] 
LNTRIGFAEKVAAKVAALT KAAMPRIYELAAGGTAVGTGLNTRIGFAE 81.41 2934.538528 1.729403091 FUMH_HUMAN[263-291] 
LPINDFSREKMDLTAKELT KFVEGLPINDFSRE 80.16 1649.841309 3.094236986 MDHC_HUMAN[298-311] 
LPQLHSLVLRRNALGPGLS RRNALGPGLSPELGPLPAL 33.73 1927.100296 4.190752301 LRC47_HUMAN[83-101] 
LPRVPYRDSKLTRLLQDSL KVVDALNQGLPRVPYRDS 37.59 2026.095963 0.571542524 KIF22_HUMAN[306-323] 
LQALDEEYLKVDAQFGGID KVDAQFGGIDQR 50.45 1332.678619 2.140050841 SYYC_HUMAN[178-189] 
LQFPVGRVHRLLRKGNYSE SSRAGLQFPVGRVH 37.29 1509.816452 0.225192936 H2A1B_HUMAN[19-32] 
LRGLGVEIAKNIILGGVKA KNIILGGVKAVTLHDQGTAQWADLSSQFY 70.04 3159.6353 2.966481606 UBA1_HUMAN[89-117] 
LSEDLIWHCKTLIQERDVV KTNGLSEDLIWHC 49.53 1571.740219 3.412141482 SMRCD_HUMAN[433-445] 
LSLERPTMIKYGINNIREL KYGINNIRELVGH 42.1 1511.820831 2.216532496 SYFA_HUMAN[468-480] 
LTEADVGITKFVSSHQGFS KFVSSHQGFSGIL 41.36 1405.735413 -0.761878793 PUS7_HUMAN[118-130] 
LTENGKVILKNFLYDIAGC KNFLYDIAGCSGTFTVQNRELECIREI 39.18 3232.564499 4.786292742 GUAA_HUMAN[204-230] 
LTREQERAYIVQLQIEDLT KTVIPGMPTVIPPGLTREQERAY 62.47 2552.378464 2.953323775 SF01_HUMAN[30-52] 
LTSVTSIQERIMSTPGGEE RIMSTPGGEEAIERL 60.83 1657.845718 1.668430283 KIF1B_HUMAN[463-477] 
LTTIAAHLVKQANKEYLLG KYSAQGERQIPVLQTNNGPSLTGLTTIAAHLV 88.54 3376.810287 5.648525792 MCA3_HUMAN[21-52] 
LVGVDQFLVKTGTITTFEH KPIQRTILMMGRYVEPIEDVPCGNIVGLVGVDQFLV 70.78 4055.141037 5.140141813 EF2_HUMAN[445-480] 
LVLAGSADFKTELSQSDMF KTELSQSDMFDQRLQS 69.02 1911.899628 2.109943399 ERF1_HUMAN[233-248] 
LYSSSASSGKCLMEVTVDR KEDLFGRPSQGLYSSSASSG 64.15 2071.981049 0.474425189 UBR5_HUMAN[2063-2082] 
MACAISILGKSLADELALV KSLADELALVDVLEDKLKGEMMDLQHGSLFLQTP 66.2 3782.947418 2.901176989 LDHB_HUMAN[43-76] 
MEGIGFGINKMGGMEGPFG KMGGMEGPFGGGMENMGRFGSGMNMGRINE 88.02 3135.32753 4.440046492 HNRPM_HUMAN[345-374] 
MEKSSGPWNKTAPVQAPPA KTAPVQAPPAPVIVTETPEPAMTSGVYRPPGARLTTTR 48.9 3957.114609 0.945891229 CDV3_HUMAN[143-180] 
MKIYEKDEEKQRALLGYAD KQRALLGYADNQC 55.55 1535.751434 1.353083549 GLOD4_HUMAN[185-197] 
MKVIESRAQKDEEKMEIQE KDEEKMEIQEIQL 79.16 1631.807587 3.293893252 TPM1_HUMAN[136-148] 
MLARGSYSIKSRFTDDDKT KGMLARGSYSI 49.21 1181.62265 5.891897891 GDIR1_HUMAN[167-177] 
MLDPAEKDEKGMPVTARVV KGMPVTARVVFVFGPDK 54.61 1847.012787 1.323759108 PRDX6_HUMAN[125-141] 
MVKHITGSYKVTYHPDGPE KVTYHPDGPEGQAYDVDFTPPFR 72.09 2635.234344 3.01301477 SYK_HUMAN[370-392] 
MVPFVFVGTKESIGNVQVL KLPREDGMVPFVFVGT 37.92 1790.93895 4.00516165 FXR1_HUMAN[325-340] 
MYDVGLPSRKTLFQIQAER KTLFQIQAERIL 37.43 1458.85582 2.751471355 UAP1_HUMAN[133-144] 
NAGEREISLKNLSSDEATN KTGYGELNGNAGEREISL 75.78 1906.938431 1.547506701 NUFP2_HUMAN[91-108] 
NAKGDDALEKRFLDKALEL KMNIPFRIGNAKGDDALE 31.23 1988.014908 1.999481988 SERC_HUMAN[300-317] 
NASGTTLLEALDCILPPTR ALDCILPPTRPTDKPLRLPLQDVY 54.16 2790.510208 4.090291434 EF1A1_HUMAN[231-254] 
NCFYRAFGFSHLEALLDDS SHLEALLDDSKELQRF 86.78 1899.969009 1.51844582 OTUB1_HUMAN[99-114] 
NCPFSQRLFMVLWLKGVTF KIGNCPFSQRLF 35.09 1465.75 1.394507931 CLIC1_HUMAN[20-31] 
NDAEDLPFKKGEILVIIEK KGEILVIIEKPEEQWWSARN 50.8 2424.28009 -1.796822083 CRKL_HUMAN[146-165] 
NDISSGTVLSDYVGSGPPK SDYVGSGPPKGTGLHR 53.27 1626.811432 -2.667180667 PEBP1_HUMAN[104-119] 
NEQDLGIQYKALKPEVDKL KLRNAGNEQDLGIQY 61.12 1717.87471 0.792840125 CTNA1_HUMAN[163-177] 
NETVEDIAARLNIPVSQVN RLNIPVSQVNPRDA 36.27 1577.86377 2.149741989 AT1A1_HUMAN[647-660] 
NFSYQKNPLKLGELQGNHF KLGELQGNHFTVVLR 34.05 1709.957687 0.73393629 PUS7_HUMAN[336-350] 
NFYEASDWFKEALQINQDH KEALQINQDHPDAWSLIGNLHLA 36.33 2582.324097 2.701055227 CTR9_HUMAN[555-577] 
NFYFTELDAKTVTAEVQPQ KTVTAEVQPQCGRAVGFSSGTENPHGV 51.87 2812.356277 6.946132736 P3H1_HUMAN[635-661] 
NGTARAGPRKRGGPAGRKR KAAAAAWEEPSSGNGTARAGPR 57.92 2154.05658 0.238155304 RCC2_HUMAN[5-26] 
NIKFIGELGKLDLIHESIL KLDLIHESILH 32.45 1316.745209 2.682371636 IF4G2_HUMAN[219-229] 
NINSDRIQEKVDSIDDRHR RLVSDGNINSDRIQE 45.07 1714.859802 1.657278337 SPTB2_HUMAN[1234-1248] 
NIYRTEYGLKVWRINTKHN KMGNIYRTEYGL 30.01 1443.718002 1.766272912 RM03_HUMAN[260-271] 
NKILRILKSKGLAPDLPED KGLAPDLPEDLYHLIK 65.9 1821.003601 0.412959096 RS13_HUMAN[78-93] 
NKSVLMERLKKAIEDEGGN KKAIEDEGGNPDEIEITSEGNK 32.43 2372.134277 1.064020711 SAFB1_HUMAN[62-83] 
NKTELERAFGYYGPLRSVW KVYVGNLGNNGNKTELERAF 116.21 2222.144348 3.529923701 SFRS3_HUMAN[11-30] 
NKVSAEKVNKTHSVNGITE KTHSVNGITEEADPTIYSG 68.47 2017.959259 3.420782639 CSDE1_HUMAN[581-599] 
NLNKAKEIFQKKFLDKTKN VACSGNLNKAKEIF 31.11 1549.792236 -4.041832095 PARP2_HUMAN[163-176] 
NMVTGQTVCKNKPNMSDPE KNPRESTGNMVTGQTVC 45.06 1877.872391 -1.159290701 CND1_HUMAN[580-596] 
NNAVSPYQQVIEKTKSLSF KLGHVVMGNNAVSPYQQ 57.38 1840.9254 4.433639734 EIF3E_HUMAN[387-403] 
NPADLERREAVFGKNFIPP KTSPNEGLSGNPADLERRE 61.97 2069.013718 -1.752042516 AT2B1_HUMAN[64-82] 
NPGGQTVRERLTERLCPPG RLTERLCPPGIPTPGSGLPPPR 35.58 2367.284515 2.005673577 PYR1_HUMAN[373-394] 
NPKSDEMNVKVLDFEHFLP KVLDFEHFLP 36.59 1243.66011 1.682131624 MYL6_HUMAN[63-72] 
NSSVSPNVGHLVLKYLCPA HLVLKYLCPAVRAVL 36.71 1751.028 2.94855365 RUSC2_HUMAN[1034-1048] 
NSTAIQELFKRISEQFTAM KRISEQFTAMF 51.27 1356.685989 1.094579005 TBB2A_HUMAN[379-389] 
NVSKPSGTTKSLLEIQQEE KSLLEIQQEEARQMQ 58.52 1829.930496 2.878797862 PERQ2_HUMAN[1000-1014] 
NYLFPRELFKLVVGGLLSP KWEGNYLFPRELF 39.71 1697.856552 4.813127464 NOC4L_HUMAN[138-150] 
PASRSVETLKEMIKSGMNV RNTGIICTIGPASRSVETL 36.98 2044.073517 3.612883753 KPYM_HUMAN[43-61] 
PDHDKFSAMKYEQGTGCWQ KLGGSPTSLGTWGSWIGPDHDKFSAM 70.05 2731.306458 2.692484389 GLU2B_HUMAN[438-463] 
PDICGPGTKKVHVIFNYKG KLFPNSLDQTDMHGDSEYNIMFGPDICGPGTK 77.17 3583.605804 4.238468412 CALR_HUMAN[111-142] 
PDTNGSQFFVTLAPTQWLD KFTGAGILAMANAGPDTNGSQFF 41.38 2330.100143 7.982918698 PPIL1_HUMAN[91-113] 
PEGGEGFVVKLRGLPWSCS KLRGLPWSCSVEDVQN 48.69 1886.930878 3.299537928 HNRPF_HUMAN[14-29] 
PETLGRIMNVIGEPIDERG KVLDSGAPIKIPVGPETLGRIMN 55.34 2404.351181 2.171479791 ATPB_HUMAN[124-146] 
PGDKYTCMFTYASQGGTNE VSEPTTVAFDVRPGGVVHSFSHNVGPGDKYTCMF 57.33 3693.734512 2.943091867 CS010_HUMAN[32-65] 
PGEGSAGGEKRSTAPSAAA KRSTAPSAAASASASA 52.72 1432.726974 0.215672634 TIF1B_HUMAN[31-46] 
PGFINVHLRKDFVSEQLTS KVEIAGPGFINVHLR 99.52 1648.941299 1.741723615 SYRC_HUMAN[153-167] 
PGLIMEEQHKCSSKSLEHK KSEVPECRNNEDGPGLIMEEQH 31.21 2567.138016 0.59482583 MTL2A_HUMAN[120-141] 
PGMGPIGVKKHLAPFLPNH KTFCIPHGGGGPGMGPIGVK 47.05 1965.991745 0.700918508 GCSP_HUMAN[754-773] 
PHLANSILFQSSGLTNGII KGPHLANSILF 31.3 1195.671326 1.050455901 GNL3_HUMAN[444-454] 
PHLSLAYEDKQILEDAAAL KQILEDAAALIIHHV 70.18 1669.951508 2.051556577 SIN3A_HUMAN[784-798] 
PILLPYQFRMEEIEGFRYR KIEELLSGENRGPILLPYQFR 40.94 2471.353592 2.893151358 DDX56_HUMAN[399-419] 
PLEWQDYIYKEVRVTASEK KEVRVTASE 37.89 1017.545456 -0.249620298 GEMI6_HUMAN[18-26] 
PLGNPNTTAKVQQRLIGFM KGLQEFLDRNSQFAGGPLGNPNTTA 71.3 2631.304123 0.34165568 NU155_HUMAN[715-739] 
PLSVLTQSVKNNTQVLINC KREEEEFNTGPLSVLTQSV 85.98 2162.08551 5.43641773 SMD2_HUMAN[18-36] 
PNQAHGLCFSVQRPVPPPP KVVILGQDPYHGPNQAHGLCF 33.9 2349.168839 1.924936141 UNG_HUMAN[147-167] 
PNRSTTVRLLCGKETMVTS KYEQGTGCWQGPNRSTTVRL 39.67 2337.128418 -1.29903003 GLU2B_HUMAN[464-483] 
PNTNGSQFFICTAKTEWLD KHTGPGILSMANAGPNTNGSQFF 88.31 2345.122269 3.387456639 PPIA_HUMAN[91-113] 
PNTNGSQFFICTIKTDWLD KHVGPGVLSMANAGPNTNGSQFF 67.57 2329.127365 2.377285194 PPIF_HUMAN[133-155] 
PNTNGSQFFITYGKQPHLD HNVRGVVSMANNGPNTNGSQFF 31.61 2346.092377 8.99538322 PPIL3_HUMAN[81-102] 
PPKGTGLHRYVWLVYEQDR KGNDISSGTVLSDYVGSGPPKGTGLHR 60.44 2698.367477 2.818741356 PEBP1_HUMAN[93-119] 
PPPSRRGVHKEGSLGDELL LGAPQQPGPGPPPSRRGVH 37.64 1904.012924 -1.819315382 KCD12_HUMAN[129-147] 
PQPTAETTRQFLMSDKPLH KVQYAPERPGPQPTAETTR 52.52 2125.091599 -1.880860101 ARRB1_HUMAN[170-188] 
PRLAAGLRLLPMLGLLQLL LPMLGLLQLL 39.81 1109.688217 -7.601234176 GP107_HUMAN[24-33] 
PRLSAEAAEKLKNRYIIMR KCGPRLSAEAAE 31.77 1287.6241 0.391418582 MCM5_HUMAN[569-580] 
PRNELFDAAKYRVLADRFG KGWGLLGPRNELFDAA 35.57 1742.910385 3.635872535 DHX30_HUMAN[122-137] 
PRNTFNFGSKNVSGISFTE KPLQGDGYSGAKPIPGGQTIGPRNTFNFGS 51.16 3060.541748 1.680421449 RBP2_HUMAN[1074-1103] 
PRSDNSKSNKIFVGGIPHN KIFVGGIPHNCGETELREYF 81.42 2365.152496 1.216834857 DAZP1_HUMAN[114-133] 
PSPEEKDFLKTVEGRELQS KTVEGRELQSVKPQEAP 56.44 1895.011215 2.184155939 GPKOW_HUMAN[50-66] 
PSPGDVEAIKNAIANASTL KNAIANASTLAEVERL 49.32 1698.926392 3.066642572 RU2A_HUMAN[205-220] 
PSSVEDIKAKMQASIEKGG KMQASIEKGGSLP 45.59 1344.707108 1.194312122 NPM_HUMAN[250-262] 
PTVTQVKAEKQEDSESSEE KAASVPVKGSLGQGTAPVLPGKTGPTVTQVKAE 32.23 3172.781982 0.444404944 TCOF_HUMAN[725-757] 
PVAKKPSSGKKGATTQNSE KKGATTQNSEICSGQAPTPDQPDTS 61.68 2617.192596 -1.006421921 PEO1_HUMAN[656-680] 
PVMPVRNVYKKEKARVITE KLATQLTGPVMPVRNVY 66.82 1886.044785 1.743861029 RL13_HUMAN[145-161] 
PVPDTARYYKKHGIRWVVI KANSVRNAVTQEFGPVPDTARYY 53.79 2582.287735 2.10588461 ACON_HUMAN[628-650] 
PYGGGGQYFAKPQNQGGYG KGGNFGGRSSGPYGGGGQYF 34.34 1948.881653 -0.923093507 ROA1L_HUMAN[277-296] 
PYHIGGSPFKAKVTGPRLV KYGGPYHIGGSPF 36.19 1378.666992 1.044487181 FLNA_HUMAN[2500-2512] 
QALYPHVLVKNCAVEFNFG KNCAVEFNFGQRAEPYC 70.8 2088.914566 2.377311203 HNRL1_HUMAN[375-391] 
QAQLPAVRRQEDGTQPQVN QEDGTQPQVNGQQVGCVTDGHHASSR 73.03 2791.23288 -1.862617783 UBP36_HUMAN[888-913] 
QATAEAECHRTRETLPPFP KAEAGEAGQATAEAECH 35.89 1728.737289 -0.402605997 ASML_HUMAN[259-275] 
QDNIHRFAAKTVHSGSLML KVVNVANVGAVPSGQDNIHRFAA 72.26 2362.25058 1.08074902 AP3B1_HUMAN[1025-1047] 
QEEKEEDLKKKELKSLDIY KQFSSASSQQGQEEKEEDLK 66.61 2282.066208 -1.724752764 EI2BG_HUMAN[235-254] 
QEMGSRDHMKIAQQFFQLV KGVVNAALGQEMGSRDHM 55.09 1898.909088 3.788491005 TTC26_HUMAN[322-339] 
QERVALANRKRECGNAHYQ KTAVDGPDLEMLTGQERVALANR 97.75 2483.280197 0.577864714 FKBP8_HUMAN[201-223] 
QGDKPDYFSSVATVVYLRK KTLYEVKSENLGQGDKPDYFS 60.47 2417.175049 2.764797693 RFA1_HUMAN[443-463] 
QGSSPVAMQKAQQVSQGLD KMLGQMTDQVADLRARGQGSSPVAMQ 48.83 2774.362579 2.398028308 VINC_HUMAN[326-351] 
QLGVEFFDEKLNSLCMAWL KLNSLCMAWLVDHVYA 44.98 1918.943344 4.001160339 2AAA_HUMAN[442-457] 
QMLEEGKKATNLTRETKLI TNLTRETKLINDC 30.98 1576.787888 5.762347662 LRBA_HUMAN[1216-1228] 
QNPVVTPCNKQFLSQFEMQ KQFLSQFEMQSR 38.36 1527.750381 1.252167909 CPSF6_HUMAN[161-172] 
QPIDANHLNKGIGMGNIGP KGDFFPPERPQQLPHGLGGIGMGLGPGGQPIDANHLN 96.69 3817.911118 -1.078338356 HNRPM_HUMAN[285-321] 
QPTTQGEARREEATRQGEL KNFPVGQRVLVDSSFGQPTTQGEAR 73.78 2717.38855 1.152209168 CPSF1_HUMAN[809-833] 
QQAQEYQEQKQRSSSKDGH SQEVSRRSWGQQAQEYQEQ 81.82 2323.057724 1.196268165 LR16A_HUMAN[1324-1342] 
QQDSECNRNKEKTLGKEVL TQESREEIPGGEARTDPPDGQQDSECNRN 48.88 3271.403183 -1.095248675 TXLNG_HUMAN[102-130] 
QQQSNYGPMKGGSFGGRSS KGGSFGGRSSGSPYGGGYGSGGGSGGY 149.5 2356.010513 2.56747581 ROA3_HUMAN[347-373] 
QQSVTGVEASDDANSYWRI SHDIKYGSGSGQQSVTGVEA 31.91 2005.934128 2.269765461 SDF2L_HUMAN[55-74] 
QRPVFCPVHKQEQLKLFCE KEDVSESVGASGQRPVFCPVH 41.31 2284.090652 -0.451383135 TRI33_HUMAN[259-279] 
QSARDAERAKDILCRLEHT KTPSLTVFLLGQSARDAERA 41.85 2159.169846 2.420374668 RPB1_HUMAN[1135-1154] 
QSGAGNNWAKGHYTEGAEL KGHYTEGAELVDAVLDVVR 121.42 2070.07457 5.774671199 TBB4_HUMAN[103-121] 
QSVYHVHLHVLGGRQMHWP VNEGSDGGQSVYHVHLH 35.52 1833.839447 -2.767417839 HINT1_HUMAN[98-114] 
QTGMPPSFSKPNIEGAPGA KPNIEGAPGAPIGNTFQHVQSLPTK 67.26 2600.371078 2.431576037 SC31A_HUMAN[1081-1105] 
QTKAAQALAKLTITSNPEM KLTITSNPEMTFPGERIYEVVRP 84.14 2676.394501 0.430056182 UN45A_HUMAN[714-736] 
QTVRERLTERLCPPGIPTP KEATAGNPGGQTVRERLTE 37.65 2013.023911 -2.528037532 PYR1_HUMAN[358-376] 
QVIRIICILSHPIKNTNDA SHPIKNTNDANSCQIIIPQNQVNR 57.36 2760.372528 0.747725164 GDIA_HUMAN[305-328] 
QVSEGGQLRSINGELYAPL NVRGQVSEGGQLR 61.8 1398.732773 0.250941428 SNX27_HUMAN[56-68] 
RADGYVLEGKELEFYLRKI IASRPGQCGRADGYVLEG 38.87 1904.91629 0.547005664 RS8_HUMAN[175-192] 
RALADRYRRIYTAALNDRD IYTAALNDRDQGGGSAGHPASRN 68.41 2327.100266 -1.690945619 MYCB2_HUMAN[42-64] 
RASYGVSKGKVCFEMKVTE LWAGGRASYGVSKG 51.17 1407.725891 1.584825579 HNRPU_HUMAN[318-331] 
RCVIMCQGSKKDFFKKFLY MVGHANRPLQDDEGRCVIMCQGS 57.43 2629.161789 0.340032327 U520_HUMAN[1687-1709] 
RDITYFIQQLLRDREVGIP LLRDREVGIPPEQSLETA 34.2 2022.074539 1.060297214 ARP3_HUMAN[207-224] 
RDVETMRRHRNEVTVELRK RNEVTVELR 36.04 1114.609451 0.458456547 IMA3_HUMAN[29-37] 
RDWNVDLIPKFLMANGQLV KIPGSPPESMGRGRDWNVDLIP 30.93 2420.227051 2.661320556 GDIB_HUMAN[57-78] 
REEVEHMIQKNQCLFTNTQ RLWEAVSGAQPVGREEVEHMIQ 39.66 2520.254318 1.588331769 ZN346_HUMAN[43-64] 
RELSDFISYLQREATNPPV LQREATNPPVIQEEKPK 63.84 1976.069046 -1.758035736 PDIA3_HUMAN[480-496] 
RELTKEDLFKTHSVPATPT KTHSVPATPTSTPVPNPEAESSS 64.51 2320.118286 1.692586117 CDCA5_HUMAN[104-126] 
RFNGQFKTYAICGAIRRMG AICGAIRRMGESDDSILRLA 39.48 2203.120117 2.530955964 RS21_HUMAN[54-73] 
RGAGFERMRRGAYGGGYGG RGAYGGGYGGYDDYNGYNDGYGFGSDRFGRDLNY 77.11 3737.546844 0.319995989 HNRH1_HUMAN[233-266] 
RGGGRGGFNKGQDQGPPER KGQDQGPPERVVLLGEFLHPCEDDIVC 41.13 3106.485229 5.978460746 NOLA1_HUMAN[60-86] 
RGSIPEFFHIMKRKFTNKE KTSFPGRGSIPEFFH 30.7 1705.857651 -1.082739816 ADPPT_HUMAN[132-146] 
RGTKVILHLKEDQTEYLEE KEDQTEYLEERRI 50.78 1707.842728 0.898794704 HS90A_HUMAN[191-203] 
RGTTITLVLKEEASDYLEL KEEASDYLELDTIKNLVK 81.13 2107.104813 2.520045499 ENPL_HUMAN[252-269] 
RHAVVVGRSKIVGAPMHDL KIVGAPMHDLLLWNNATVTTCHS 71.16 2577.283203 0.224655172 C1TC_HUMAN[175-197] 
RHKMHVPAPKLALPGHAES KLALPGHAESYNPPPEYLLSEEERLAWEQQEPGER 46.76 4061.97583 2.690808724 BOP1_HUMAN[304-338] 
RINVSGLTTKNLDYVATSI KHIYLLPSGRINVSGLTT 40.39 1968.115631 2.515604227 AATC_HUMAN[378-395] 
RISHQSQDKKIHVYGYSMA KIHVYGYSMAY 34.87 1346.632889 -0.256194545 PHP14_HUMAN[87-97] 
RKDPEQEVEKFVTSNTQEL KFVTSNTQELGKD 42.74 1465.741272 -0.108477535 ARS2_HUMAN[699-711] 
RLRFSEIPMKLAGLLQHPD KLAGLLQHPDPIVINHVISVDPNDQK 69.48 2859.560669 2.802528405 SMRD2_HUMAN[301-326] 
RLYQVEYAFKAINQGGLTS KAINQGGLTSVAVRG 108.72 1469.831421 2.38870931 PSA6_HUMAN[30-44] 
RMTEEPLMCAYCVTEPGAG KYLGRMTEEPLMC 30 1626.756775 0.847698944 ACADM_HUMAN[144-156] 
RNNFEGEVTKENLLDFIKH KENLLDFIKH 49.07 1255.692444 2.004471726 PDIA1_HUMAN[222-231] 
RPDGVPMPDKYSLEPVAVE SHLGRPDGVPMPD 45.87 1376.650696 1.885736162 PGK1_HUMAN[62-74] 
RPFPQVIKSKGGVVGIKVD KGGVVGIKVD 46.37 970.581146 -0.682065588 ALDOA_HUMAN[101-110] 
RPLFPHVLCHNCAVEFNFG KEVLAGRPLFPHVLC 44.3 1734.960327 -1.000022867 HNRPU_HUMAN[435-449] 
RPPEESAHEMMEEEEEIPK KEEISEAEPGGGSLGDGRPPEESAHE 35.92 2663.194656 3.801449502 ERF3A_HUMAN[24-49] 
RQIRVDHAGKSARGTRGGG AMNGESLDGRQIRVDHAG 40.15 1924.917343 -1.147581743 RBM3_HUMAN[66-83] 
RSNLPDNLKKLFRSLAMTK KVSPDMAIFITMNPGYAGRSNLPDNLK 76.14 2948.4888 5.068019929 DYHC1_HUMAN[2007-2033] 
RSTNKENPSKALIERPSQN KALIERPSQNNIGIQT 35.59 1780.979507 0.519377116 TP53B_HUMAN[1141-1156] 
RTFGDVLQPAKPEYRVGEV AKPEYRVGEVAEVIFVGA 30.92 1933.030899 -8.461323618 ASA2B_HUMAN[47-64] 
RTLSDYNIQKESTLHLVLR KQLEDGRTLSDYNIQ 50.19 1778.879868 1.019742835 UBIQ_HUMAN[48-62] 
RTQAQTRQASALIDRPAPH SALIDRPAPHFERTAS 54.94 1766.906357 1.576201245 41_HUMAN[521-536] 
RVETGILRPGMVVTFAPVN KIGGIGTVPVGRVETGILRP 33.25 2018.200058 2.766821841 EF1A2_HUMAN[255-274] 
RVETGVLKPGMVVTFAPVN KIGGIGTVPVGRVETGVLKP 34.01 1976.178268 2.27358031 EF1A1_HUMAN[255-274] 
RVFQVEYAMKAVENSSTAI KAVENSSTAIGIRC 118.72 1504.766754 1.095186344 PSA3_HUMAN[29-42] 
RVGDVYIPREPHTKAPRGF YGRVGDVYIPR 30.47 1293.682968 2.383891631 SFR2B_HUMAN[37-47] 
RVSVENIKQLLQSAHKESS KLQALTGNEGRVSVENIKQ 57.9 2083.138535 2.009467892 CPIN1_HUMAN[31-49] 
SAAADATEAKNKAHEAERI KTREAQQALGSAAADATEA 92.69 1887.928589 1.79826717 LAMC1_HUMAN[1404-1422] 
SAETLPANFRVTSSMSSPS KDIRGLAAGSAETLPANF 42.14 1829.963531 4.973323154 LIPA1_HUMAN[1147-1164] 
SAGHPASRNKKILNKKKLK IYTAALNDRDQGGGSAGHPASRN 68.41 2327.100266 -1.690945619 MYCB2_HUMAN[42-64] 
SAMPTSSSFKHRIKEQEDY KTTRLQSAGSAMPTSSSF 62.65 1855.909805 6.422187095 CE170_HUMAN[1264-1281] 
SATEMGTTKKAVKPKKKHL KDAPSLEEVEGHVADGSATEMGTTK 30.81 2558.180618 1.623419383 CND2_HUMAN[185-209] 
SAVPRELLEKLIESRQANT KLIESRQANTGLFNLRQIVLA 39.14 2383.369919 2.317726659 THOP1_HUMAN[538-558] 
SAYIEQGNTKALAVVYGPH KALAVVYGPHEIRG 81.02 1508.846329 4.130970716 EXOS4_HUMAN[47-60] 
SCPGQAIGVKTRLDNGVTG KTRLDNGVTGFIPT 47.86 1517.820206 0.45196394 SPT6H_HUMAN[1229-1242] 
SDFDCELRLLIHQSLAGGI KGSDFDCELRL 71.89 1338.623795 0.880755298 HNRPK_HUMAN[139-149] 
SDTIKPDVQKSKEYFSKQK HGEVCPAGWKPGSDTIKPDVQ 62.41 2277.084839 0.59857234 PRDX1_HUMAN[169-189] 
SDVSHLNLHKTFCIPHGGG KTFCIPHGGGGPGMGPIGVK 47.05 1965.991745 0.700918508 GCSP_HUMAN[754-773] 
SEEQLLPVEKLPKYAQAGF KPKPFGSEEQLLPVE 31.12 1696.903564 1.349516878 U520_HUMAN[451-465] 
SELPAGALYRKTSQLLETL KLSHEGPGSELPAGALY 33.46 1724.873322 2.302777804 DCTN1_HUMAN[1133-1149] 
SEYYECSRYKENPDIVNQS KENPDIVNQSQQAQAREALK 71.03 2266.166519 -0.157093487 ARI2_HUMAN[344-363] 
SFKPPEVASKPSGAPIIGP KPSGAPIIGPKPTSQNQFSEHD 41.1 2334.160416 0.9151042 ZO1_HUMAN[1299-1320] 
SGGGGYNNSKHRWPTGDNI QRQHGEQLGGGGSGGGGYNNS 59.25 2015.87941 -0.147826303 PUM1_HUMAN[86-106] 
SGGGSSYQGKQGGYSQSNY KQGGYSQSNYNSPGSGQNYSGPPSSYQSSQGGYGRNADHSMNY 63.11 4562.907852 5.14759464 ILF3_HUMAN[849-891] 
SGLALRGLFIIDPNGVIKH KQISRDYGVLLEGSGLALRGLF 52.57 2391.327408 3.882780739 PRDX3_HUMAN[166-187] 
SGMGTLLISKIREEFPDRI KECEHCDCLQGFQLTHSLGGGTGSGMGTLLIS 33.21 3449.547272 1.023032799 TBB6_HUMAN[122-153] 
SGMGTLLISKIREEYPDRI KIREEYPDRIMNTFSVVPSP 34.51 2377.209991 0.74499098 TBB2C_HUMAN[154-173] 
SGNNKAIRRLLHVAVSDVN LLHVAVSDVNDDVRR 41.78 1706.906387 0.107797359 PSMD1_HUMAN[602-616] 
SGQRIEAKAKRVNEVIVGN KRVNEVIVGNDQLMEI 43.96 1855.982559 0.832443167 EI2BG_HUMAN[437-452] 
SGRGSGGSDKAGYSTDESS KAGYSTDESSSSSLHATRTY 75.88 2146.976685 -3.28927652 FXR2_HUMAN[406-425] 
SGTAEVELKKGATLKITLD KGSGTAEVELK 62.07 1117.597885 -0.886723224 KPYM_HUMAN[125-135] 
SGTVEHHELRQAIGLMGYR KENFMTVDQDGSGTVEHHEL 60.06 2272.006638 1.546210271 GRAN_HUMAN[125-144] 
SIQDKGSIQKFVPYLIAGI KFVPYLIAGIQH 52.41 1384.786697 1.687624531 IMDH1_HUMAN[455-466] 
SKEKAGARSKRALEEEEGG KRALEEEEGGTEVLS 64.12 1645.815857 1.801538117 DUS1L_HUMAN[355-369] 
SKKVISSANRAVVGVVAGG RAVVGVVAGGGRID 51.84 1324.757553 -1.388178536 RL8_HUMAN[163-176] 
SKTRRRVGLKAPGIIPRIS KAPGIIPRISVREPMQTGI 38.83 2062.172089 1.82962422 ATPA_HUMAN[175-193] 
SLARAGEAGKLEEVMQELR KLEEVMQELRAL 33.93 1457.791153 1.810273025 COR1B_HUMAN[452-463] 
SLGSREINYILRVLGPAAC KVVRSAATSGAGSTTSGVVSGSLGSREINY 81.27 2897.484283 0.017256349 HUWE1_HUMAN[1840-1869] 
SLIDHPSGQKPNYIKRFAS KINNAHTIGCNAVSWAPAVVPGSLIDHPSGQ 32.94 3209.604019 3.325332327 SEC13_HUMAN[144-174] 
SLINVGSLLQRAEQQDSGR KALVSHNGSLINVGSLL 35.44 1720.983551 2.092408145 K1967_HUMAN[800-816] 
SLKKIIQQQKAELANIERE KAELANIERECLNN 48.95 1672.820206 1.581759947 SLK_HUMAN[983-996] 
SLLSKQEESKAAFGEEVDA KAAFGEEVDAVDTGISRETSSDVALASHILT 37.94 3188.58371 7.596789736 DFFA_HUMAN[213-243] 
SLSGEIILHSVTTNLSSTP SVTTNLSSTPFGHGSNQSVRHL 32.39 2325.146194 -0.206868713 NEDD1_HUMAN[147-168] 
SLTGANLFRKEWSGLLEEL KAACNLLQRGITNLCVIGGDGSLTGANLFR 112.94 3188.654663 4.063782808 K6PP_HUMAN[109-138] 
SMLFSASTDKTVAVWDSET KTVAVWDSETGERV 54.69 1575.789291 0.38139617 WDR57_HUMAN[131-144] 
SNAQRDVFNQLLIHAALNC RIVQLGGSNAQRDVFN 35.59 1772.928177 2.491358678 TTC38_HUMAN[404-419] 
SNRVRTTLTLCVEAIDFDS KVQTESSTGSVGSNRVRTTLT 54.47 2207.150604 -1.279024637 PELO_HUMAN[46-66] 
SPAAEKAQLKSEAAGSPDQ KSEAAGSPDQGSTYSPARGVAGPRGQDPVSSPCG 39.74 3329.533112 1.023867277 CLCC1_HUMAN[518-551] 
SPARFTIDTKGAGTGGLGL KVKAFGPGLQGGSAGSPARFTIDT 54 2361.24411 1.987088069 FLNA_HUMAN[1069-1092] 
SPNARSQPSKTLFVKGLSE IRLELQGPRGSPNARSQPS 40.36 2062.103149 -0.96794382 NUCL_HUMAN[553-571] 
SQPPSMGRKKRNRTKAKVP KSEDGTPAEDGTPAATGGSQPPSMGRK 71.21 2628.208572 -1.624300311 MBB1A_HUMAN[1185-1211] 
SQSGSGERFRVRSSSKSEG KLVPRPGSGSSSGSSNSGSQPGSHPGSQSGSGERF 42.02 3342.557358 -0.597745913 M4K4_HUMAN[670-704] 
SRTQEEIVAKVREVSQPDW KGQAVDYEGSRTQEEIVA 61.34 1978.959579 1.47299623 PDIA4_HUMAN[145-162] 
SSFVHQASFKFGQGDLPKP KFGQGDLPKPINSDFRSVFST 54.45 2339.19101 2.404250006 RBP2_HUMAN[1458-1478] 
SSGGEVTVEMNAAPGTDLT MNAAPGTDLTKLLN 46.71 1457.754791 0.29566015 K1C24_HUMAN[302-315] 
SSGLPPSTKKSGQKPVLDV KKTGSPGGPGVSGGSPAGGAGGGSSGLPPSTK 80.44 2650.331116 -3.031696663 DC1L1_HUMAN[454-485] 
SSLVSRTRVKTLAMDTILA KAAGGIELFVGGIGPDGHIAFNEPGSSLVSRTRV 52.01 3407.794998 1.896240825 GNPI1_HUMAN[126-159] 
SSQLVRDIQKAAKGIPVMG KMIDLIIPRGSSQLVRDIQ 39.72 2181.230331 4.026626567 P5CS_HUMAN[550-568] 
SSRKGRQRSMVWPGDGLVP MVWPGDGLVPDTAEPHVAPSPTLP 34.23 2482.220276 -4.171668445 GIT2_HUMAN[615-638] 
SSVPTFKSHKGMGLVNHVF KGMGLVNHVFTEDNLK 95.91 1800.91925 2.799681329 PUR1_HUMAN[65-80] 
SSVSMIASRKPTDGASSSN KPTDGASSSNCVTDISHLVR 131.07 2143.032791 0.691076686 NASP_HUMAN[698-717] 
SSVTAEEAKKFLAPKDKPS KEEASGSSVTAEEAK 99.9 1521.715805 -0.008542988 KU86_HUMAN[688-702] 
STFMDHVLRYQDTPGVKMI TTDGVYEGVAIGGDRYPGSTFMDHVLR 65.13 2912.376343 3.443236319 ACLY_HUMAN[677-703] 
STFTALEWGQKLPEFGVGF QKLPEFGVGFCATLYTW 30.21 2015.981537 2.507959476 YA021_HUMAN[164-180] 
STNETASSRKKPKAKQTEV KDFISVLRGMDGSTNETASSR 34.78 2270.0961 2.445711439 RRP15_HUMAN[208-228] 
STSDLGHCEKIKKACGNFG KSESQCRVVVLMGSTSDLGHCE 83.78 2478.130142 1.312279749 PUR6_HUMAN[261-282] 
SVASAVKLNKQQTDIAVNW KQQTDIAVNWAGGLHHA 87.84 1844.928177 1.136629613 HDAC1_HUMAN[126-142] 
SVSEASSEQKIAKLDVSNV KLINDCHGSVSEASSEQ 79.37 1859.83194 -0.751680821 LRBA_HUMAN[1223-1239] 
SVVGASVFYKDVAGLDTEG KTRDGGSVVGASVFY 45.19 1541.783829 0.924254084 JIP4_HUMAN[699-713] 
SYGTAPVNLNIKTGGRVYG NIKTGGRVYGTTGT 50.3 1423.741959 -0.974193386 FIP1_HUMAN[121-134] 
SYQRFTDCYKCFYQLQPAM KLVAAGSYQRFTDCY 37.61 1777.845749 1.403383843 PMF1_HUMAN[48-62] 
SYTAKSVTQYVFLAQRHFN YVFLAQRHFNI 30.64 1406.745895 -5.005879189 DSEL_HUMAN[290-300] 
TADETSKSGKQSIAIDDCT KQSIAIDDCTFHQCVRLS 100.7 2177.035767 3.801039985 AP2M1_HUMAN[238-255] 
TAEQDLPFCKGDVLTIVAV KYNFHGTAEQDLPFC 50.13 1825.809372 2.765896636 CSK_HUMAN[17-31] 
TALSPSGHTKLLPRSLAPA KVKLDSPAGTALSPSGHT 74.55 1764.937012 0.67537821 P5CR1_HUMAN[289-306] 
TDLLEEEITKFEEHVQSVD KFEEHVQSVDIA 43.13 1400.693588 0.254159798 EF1D_HUMAN[265-276] 
TDVQEECREKGGQEKQGEV KSVSGTDVQEECRE 41.21 1622.720612 -0.160224747 NASP_HUMAN[243-256] 
TEAEAVPAQKERPPAPSSF KERPPAPSSFVFQEET 41.9 1847.905365 1.324202011 AKA12_HUMAN[1218-1233] 
TEEQQEEVRKRCESAEPRH KFELQHGTEEQQEEVR 95.16 1985.94426 1.315243359 PRP6_HUMAN[883-898] 
TEGGEGFVVKVRGLPWSCS KVRGLPWSCSADEVQRFFSDC 46.76 2543.168579 1.542170673 HNRH1_HUMAN[14-34] 
TEIGKTLAEKSRGLFSAND KSRGLFSANDWQC 37.83 1567.720154 0.80371487 ZRAB2_HUMAN[59-71] 
TESQIFISRTYDATTHFET KDLGTESQIFISR 97.82 1492.788544 -1.058421842 GDIB_HUMAN[390-402] 
TEYVHRYVGKEPSGLRFNK KYAIAVNDLGTEYVHRYVG 37.68 2167.106186 1.986981546 GLSK_HUMAN[292-310] 
TFASGPPKYKDNPFSLGES KSSRSQLDLFDDVGTFASGPPKY 70.48 2514.239075 0.515861842 ARFG2_HUMAN[336-358] 
TFQTTMTKLKEASRSSPVE KEASRSSPVEFECINE 51.73 1880.857407 1.098966882 CPNE3_HUMAN[237-252] 
TGEDVKVILKNSQGEEVAQ KNSQGEEVAQRSTVF 60.18 1678.827454 0.963767894 LMNB1_HUMAN[532-546] 
TGGGSTYVSKPVSWADETD KGKTISLTDFLAEDGGTGGGSTYVS 50.85 2460.202042 6.333626155 IF4B_HUMAN[11-35] 
TGGSGGFHLAQQASASGSV KRLEVEEPLGSGPSVLGTGTGGSGGFHL 68.23 2737.403534 2.648129846 LMNB2_HUMAN[417-444] 
TGLRAGVHIKLPNLGKHEK KDYEFMWNPHLGYILTCPSNLGTGLRAGVHI 123.64 3558.754044 5.282185778 KCRB_HUMAN[267-297] 
TGTTEDTEAKKRKRAERFG KERFGIVTSSAGTGTTEDTEA 58.82 2156.023331 0.483297182 HCC1_HUMAN[178-198] 
THEYHAETIKNVRTATESF KNVRTATESFASDPILY 48.55 1910.97377 2.47099153 KPYM_HUMAN[89-105] 
TINPGETCLIIEDVVTSGS KRLVEGTINPGETCL 57.47 1685.877045 -0.286497762 PYR5_HUMAN[106-120] 
TIRGDFCIQVGRNIIHGSD VGRNIIHGSDSVESAE 54.49 1668.806717 1.622117153 NDKA_HUMAN[112-127] 
TITGVDVSMNTHLKAVKMT KNGTQVHGTITGVDVSM 53.69 1742.862167 1.953682893 SMD1_HUMAN[20-36] 
TIVTEEGKEKKVNIDFEPF KKVNIDFEPFKPINTSLYLCDN 34.41 2654.3414 2.664314395 ERF1_HUMAN[108-129] 
TKALMDEVVKATSRGCITI KATSRGCITIIGGGDTATCCA 102.9 2168.997681 3.412175156 PGK1_HUMAN[361-381] 
TKMVSADAYKITPGARGAF KITPGARGAFSEEY 36.8 1524.757233 7.569073784 CN37_HUMAN[87-100] 
TLDLTLIRARLQEKLSPPY ALFCHEPCRPLHQLATDSTFSLDQPGGTLDLTLIRA 43.38 4050.009171 1.116293769 TIF1B_HUMAN[710-745] 
TLLGESLKLKVVPTTDHID KVVPTTDHIDTEKL 67.07 1594.856644 1.008241089 TIPRL_HUMAN[128-141] 
TLVSHVTLRLLKPECVLDK KALGTLVSHVTLR 74.8 1393.84053 -0.587585152 GCN1L_HUMAN[914-926] 
TMPEGTIVCCLEEKPGDRG KKAQLNIGNVLPVGTMPEGTIVC 52.59 2438.302536 3.824791986 RL8_HUMAN[92-114] 
TPGRVFDMLNRRYLSPKYI KLQMEAPHIIVGTPGRVFDML 63.6 2351.249374 2.590112332 IF4A1_HUMAN[146-166] 
TPQQIDYARQLIEEKIGGP KLFTIRGTPQQIDYAR 42.94 1906.042465 -0.238189866 FUBP1_HUMAN[425-440] 
TQHSYSEEEKVAFVNWINK KREGITAIGGTSTISSEGTQHSYSEEE 62.78 2853.326416 3.023488638 PLSI_HUMAN[98-124] 
TQRLTRAVGKSLAMEMVLT KAQFAQPEILIGTIPGAGGTQRLTRAVG 56.11 2849.587555 3.617014674 ECHM_HUMAN[157-184] 
TRYQTRQAVKAVQQKEITQ RQQQQQQQQNQQQQPQSSQGTRYQTRQAV 47.09 3512.696564 -2.039458823 PKCB1_HUMAN[839-867] 
TSAVENLNEMQCMWFQTEC KFTREGTSAVENLNE 31.03 1693.827103 1.876814933 NARG1_HUMAN[467-481] 
TSCKNGGCSKTYQGLESLE KTYQGLESLEEVCVYHSGVPIFHEGM 48.78 3008.404831 6.462561089 CHRD1_HUMAN[164-189] 
TSDVEVNEKKDRVTDALNA KVGGTSDVEVNEK 86.03 1360.683426 -1.156771641 CH60_HUMAN[405-417] 
TSQDTKASESSKPWPDATY KEQTFSGGTSQDTKASE 58.69 1799.817352 0.127790745 TR150_HUMAN[202-218] 
TTLRVEDLVKQYFQTAEKN KLITKPSEGTTLRVEDLV 49.51 1998.136093 3.783025604 MRE11_HUMAN[416-433] 
TTSSLHFVHMRGLPFQANA KLPEAADFGTTSSLHFVH 55.51 1955.974136 2.662611895 GRSF1_HUMAN[354-371] 
TVIHFNNPKVQASLAANTF KLGVNNISGIEEVNMFTNQGTVIHFNNPK 62.24 3213.624069 4.815124504 BTF3_HUMAN[94-122] 
TVLKIITFTKNNQFQALLQ KNNQFQALLQYADPVSAQHA 60.22 2242.113052 4.281675267 PTBP1_HUMAN[218-237] 
TWGRRSPLAAARTESGCDA AARTESGCDAEGRASPAEGSAGSPGSPTCCRC 41.41 3268.335007 -0.628760514 KLRG2_HUMAN[190-221] 
TYRLIQFHFHWGSLDGQGS HWGSLDGQGSEHTVD 57.67 1623.691391 -0.381230081 CAH2_HUMAN[96-110] 
VAEYRASEGKTVEVPFKGD KYAGGVAEYRASEG 103.16 1456.694626 -1.224690452 GMPR2_HUMAN[277-290] 
VARLSAEAEKVLALPEPSP KGVARLSAEAE 37.93 1129.6091 -0.864015702 PLEC1_HUMAN[1175-1185] 
VASSEELARQRGVLERTEK KVGVASSEELAR 34.61 1244.67244 -0.263523148 SNP29_HUMAN[72-83] 
VCKMYEEHLKRMNPNSPSI KRMNPNSPSITYDISQL 54.78 1962.983276 1.913414162 ERH_HUMAN[41-57] 
VDVSMNTHLKAVKMTLKNR KNGTQVHGTITGVDVSMNTHL 92.28 2208.095749 4.000279428 SMD1_HUMAN[20-40] 
VESQGMLLCASIEGINRQV KMRGVESQGMLLC 57.64 1507.730911 1.467768541 SYYC_HUMAN[430-442] 
VEVHPLVFHTNRGPIKFNV KYVATLGVEVHPLVFH 89.11 1807.998505 2.028209642 RAN_HUMAN[38-53] 
VGDQPGPNDKKSELLPAGW KKSELLPAGWNNN 40.96 1469.762634 0.107500352 PSMF1_HUMAN[49-61] 
VGIRVSFTGKQGEMREMQQ KQGEMREMQQLSGGQ 36.07 1705.787567 1.426906871 SMC3_HUMAN[1105-1119] 
VGLAVIMGCKVAGASRIIG KVAGASRIIGVDINKD 52.31 1654.9366 1.264096764 ADHX_HUMAN[212-227] 
VGMTREELVKNLGTIAKSG KNLLHVTDTGVGMTREELV 77.54 2111.104492 0.621475633 ENPL_HUMAN[142-160] 
VGPQEYTLLKLKVLEPYPS KDGQPCMDHDRQTGEGVGPQEYTLL 48.51 2830.26506 -2.697980521 SYLC_HUMAN[243-267] 
VGYRTQPMTAQAASYRAQP RAQPSASLGVGYRTQPMT 39.34 1918.968323 5.830216094 RBM14_HUMAN[250-267] 
VGYVDSIQRKLGLCEFPDN KMSAVDGQRQVGVGYVDSIQR 83.78 2292.164474 1.56053374 MSH2_HUMAN[151-171] 
VHKALQILRNRVDLQHLCG NRVDLQHLCGYVTMLNASSQLADR 52.03 2760.343552 -4.278090672 F91A1_HUMAN[645-668] 
VHMYLLIFLKFVQAVIPTI KFVQAVIPTIEYDYTRHFTM 51.73 2458.235504 2.476573131 ATG3_HUMAN[295-314] 
VIAGLNVLRIINEPTAAAI KDAGVIAGLNVLR 75.2 1324.782669 1.859172872 HS71L_HUMAN[161-173] 
VIEASINHEKGYVQSKEMI KAIRDGVIEASINHE 68.94 1650.868896 -0.752331092 PSMD3_HUMAN[440-454] 
VIILDEAHERTLATDILMG REAMNDPLLERYGVIILDEAHE 32.31 2582.279831 3.962002831 DHX15_HUMAN[243-264] 
VINNTVLGYFIGRIYLYLT KMRLGDAVEQGVINNTVLGY 43.89 2176.131027 2.322929979 SYG_HUMAN[389-408] 
VISNHLILNKINEAFIEMA KNLRYQLLQLVEPFGVISNHLILN 70.32 2820.601379 2.496630702 MATR3_HUMAN[409-432] 
VISPQELLKKLQIVQQEQQ KLQIVQQEQQLHASNRPALAA 50.45 2342.28183 0.619908322 DCP1B_HUMAN[456-476] 
VIVELIKSKKMAGRAVLLA KMAGRAVLLAGPPGTG 62.03 1494.834061 1.726613052 RUVB1_HUMAN[60-75] 
VKANEVISKLYAVHQEGNK KFAEAFEAIPRALAENSGVKANEVISK 51.13 2888.539536 1.681472571 TCPQ_HUMAN[440-466] 
VKHLIVLINKMDDPTVNWS KMDDPTVNWSNERYEEC 39.23 2171.888794 1.527242099 ERF3A_HUMAN[221-237] 
VKMGLPRRLAVRLGAQALL AFTALDALADGGVKMGLPRRL 62.16 2171.188477 1.835860886 P5CR1_HUMAN[181-201] 
VKPVLSTKSKFRVVVEEVQ KIFSSVQWLSGVKPVLSTKS 41.69 2190.241241 2.027630526 UBE2O_HUMAN[271-290] 
VKRKGTDVPKWISIMTERS KWISIMTERSVPHLQ 41.34 1823.971603 0.026864453 ANXA2_HUMAN[212-226] 
VKRPARLHTKPSQAPAVEV KPSQAPAVEVAPAGASYNPSFEDHQTLLSAAHEVELQRQ 56.41 4172.056259 -0.917293479 GSCR2_HUMAN[231-269] 
VLALRPYLQKQPQPSPAEG KQQGVLALRPYLQ 33.71 1512.877625 0.183094783 SYMC_HUMAN[191-203] 
VLTVSDSCFRNLAEDRSGI RNLAEDRSGINL 47.28 1356.710938 -0.255028533 GEPH_HUMAN[28-39] 
VPILASFLRKNQRALKLGT KIDLRPVLGEGVPILASFLR 46.64 2192.304489 3.522320936 CAND1_HUMAN[641-660] 
VPWNFTFNVKFYPPDPAQL KQVRGVPWNFTFNV 34.97 1690.894379 3.023843514 41_HUMAN[273-286] 
VQGFQDYIEKHCPSAVVPV KHCPSAVVPVELQ 56.98 1462.760239 1.41171461 F120A_HUMAN[12-24] 
VQGNPGKTKKGELSIIPYE KGELSIIPYEITLLSPCLHMLPHLHFGL 44.42 3227.723892 3.671317745 SYK_HUMAN[193-220] 
VQLPALGENKKVIVDFSSP KKVIVDFSSPNIA 32.73 1416.797653 1.497038053 SYRC_HUMAN[192-204] 
VQYLNEIKDSVVAGFQWAT KIWCFGPDGTGPNILTDITKGVQYLNEIKD 59.77 3391.712234 4.519251323 EF2_HUMAN[648-677] 
VRFDRERARRLWEAVSGAQ RLWEAVSGAQPVGREEVEHMIQ 39.66 2520.254318 1.588331769 ZN346_HUMAN[43-64] 
VRGYPTIKFFRNGDTASPK KVDATEESDLAQQYGVRGYPTIKF 44.35 2714.355148 2.435937687 PDIA1_HUMAN[81-104] 
VRNVASVCLQTGYPTVASV SRFLEGVRNVASVCL 30.94 1705.893372 2.240468286 RLA0L_HUMAN[213-227] 
VRRAAQRRLKAELGIPLEE KAELGIPLEEVPPEEINYLTRIHY 59.41 2822.485382 4.492140183 IDI1_HUMAN[113-136] 
VSLLYIGWDKHYGFQLYQS KHYGFQLYQSDPSGNYGGW 60.18 2202.975922 3.327317347 PSA4_HUMAN[141-159] 
VTNAVLHEVKREGLPVEQR KMEGVTNAVLHEV 31.76 1425.728592 1.986352813 FTO_HUMAN[409-421] 
VTQLAVAVNKMDQVNWQQE KMDQVNWQQERFQEITG 52.26 2136.005829 8.972353792 HBS1L_HUMAN[407-423] 
VTTLDIVRANTFVAELKGL KIFGVTTLDIVRA 101.91 1431.844955 2.889279307 MDHM_HUMAN[165-177] 
VTVGEGVRLRESIVLHGAT KGVTVGEGVRL 45.75 1113.65062 2.508865842 GMPPA_HUMAN[309-319] 
VTVTNGVKGKKSTCPSAAP KKSTCPSAAPSASAPAMTTVEN 77.73 2205.040543 -0.717447126 CYTSA_HUMAN[75-96] 
VVAGGGRIDKPILKAGRAY KVISSANRAVVGVVAGGGRID 74.43 2024.149078 1.804708971 RL8_HUMAN[156-176] 
VVEVTHDLQKHLAGLGLTE KHLAGLGLTEAID 48.63 1336.735046 0.5745342 SERPH_HUMAN[319-331] 
VVLAPVQLGKWLVLFCDEI RRTPNGVVLAPVQLG 36.01 1575.920914 2.759021701 DYHC1_HUMAN[2642-2656] 
VVLEMIREGKIAGRAVLIA KIAGRAVLIAGQPGTG 56.62 1507.883453 1.174493955 RUVB2_HUMAN[67-82] 
VVSAFSTMMSVHRGEVPCT SVHRGEVPCTVTSASPLEEATLSEL 36.6 2668.301407 3.456880837 ATPO_HUMAN[133-157] 
VVTNFEIFRMREKQVPVDV KGTQGVVTNFEIFR 130.43 1594.846756 1.847199418 EIF3B_HUMAN[535-548] 
VVYKSTRSAKPVGPEDMGA KPVGPEDMGATAVYELDTEKERDAQAIFERSQ 87.47 3579.715103 0.731063765 R113A_HUMAN[107-138] 
VYWATGCTVELQEMPLVQE ELQEMPLVQELP 34.9 1424.722092 1.867732672 TMC4_HUMAN[369-380] 
WDEALLTMSKGEKARLEIE KVIRGWDEALLTMS 62.7 1617.854843 2.107111163 FKBP3_HUMAN[170-183] 
WDGKPIPYWLYKLHGLNIN KNLPLGWDGKPIPYW 45.95 1782.945709 3.322030486 SF3A3_HUMAN[381-395] 
WLHIDGANLSVLLVEHALS KAGNFIGWLHIDGANL 47.02 1724.899826 3.638472162 SND1_HUMAN[603-618] 
WNLVGPVVRCLLCKDKEDS KVIIKNMGWNLVGPVVR 41.58 1922.128784 0.743446543 GLMN_HUMAN[55-71] 
WPAMCIHGDKSQPERDWVL KSQPERDWVLNE 32.29 1499.736832 2.741814372 DDX17_HUMAN[373-384] 
WPAMGIHGDKSQQERDWVL KSQQERDWVLNEF 34.47 1677.811066 2.22194267 DDX5_HUMAN[375-387] 
WSGNMERIMKAQAYQTGKD KAVVSQRLTESPCALVASQYGWSGNMERIM 99.36 3367.647507 4.30448851 ENPL_HUMAN[633-662] 
WSGSGGLGAKEQGIQDPIK KEQGIQDPIKGGDVRD 53.48 1753.895874 0.677349219 CHERP_HUMAN[863-878] 
WSRPTLIQEKAIPLALEGK KAIPLALEGKDLLAR 72.97 1606.976974 0.895470205 DDX56_HUMAN[36-50] 
WTANMEQIMKAQALRDNST KAQALRDNSTMGY 66.96 1453.698334 -0.503543261 H90B3_HUMAN[480-492] 
WTANMERIMKAQALRDNST KVTISNRLVSSPCCIVTSTYGWTANMERIM 69.61 3473.692764 5.624849786 HS90B_HUMAN[577-606] 
WTGHVAGTRKTTPGFRLVE NTLARCSGIASAAAAAVEAARGAGWTGHVAGTR 79.12 3180.595886 0.847011094 NADC_HUMAN[106-138] 
YALDYNEYFRDLNHVCVIS RDLNHVCVISETG 45.94 1498.719833 -0.821367659 HPRT_HUMAN[200-212] 
YEEVHVPALKPKPFGSEEQ KPKPFGSEEQLLPVE 31.12 1696.903564 1.349516878 U520_HUMAN[451-465] 
YEIPVDMLCKRIADISQVY KRIADISQVYTQN 51 1534.810333 -0.515373127 PSA6_HUMAN[116-128] 
YGFINRNDTKEDVFVHQTA NVRNGYGFINRNDT 56.64 1638.786255 -0.763369839 DBPA_HUMAN[99-112] 
YGFVNYVTAKDAERAINTL KDAERAINTLNGLRLQS 34.79 1898.033325 3.71805906 ELAV1_HUMAN[72-88] 
YGFVSFYNKLDAENAIVHM LDAENAIVHMGGQWLGGRQIRT 61.93 2421.233536 3.885209692 TIAR_HUMAN[149-170] 
YGRLGHAEQKDEMVPRLVK SWGFGGYGRLGHAEQ 53.46 1620.743347 2.429132291 RCC2_HUMAN[353-367] 
YGTQNIRLSRDAVKDFDCC RDAVKDFDCCCL 40.41 1557.637436 2.026145448 NOSIP_HUMAN[37-48] 
YIFLEYASPAHAVDAVKNA AHAVDAVKNADGYKLD 43.97 1685.83728 2.325847249 EIF3B_HUMAN[241-256] 
YISAAELRHVMTNLGEKLT KDGNGYISAAELRH 81.4 1529.758621 -1.744719698 CALM_HUMAN[95-108] 
YLIKDGKLIKNNASTDYDL KIGQGYLIKDGKLI 43.79 1544.928986 2.204632078 RL3_HUMAN[286-299] 
YMDLMPFINKAGCECLNES KAGCECLNESDEHGFDNCLR 87.96 2409.973618 2.375959619 TXNL1_HUMAN[132-151] 
YNVKFDMFSKICVNGDDAH KICVNGDDAHPLW 36.6 1523.719101 1.754260348 GPX4_HUMAN[132-144] 
YPSQPDHTEKLTMWRLADI KGIRPAPGYPSQPDHTE 36.49 1848.91185 -4.666528585 METH_HUMAN[1169-1185] 
YQRCMMAQYNRHDSPEDVK KEAADGYQRCMMAQY 58.68 1820.764374 1.746519234 STIP1_HUMAN[462-476] 
YQSHADTATKSGSTTKNRF KIVIGYQSHADTAT 59.8 1502.772903 1.070687392 IF4E_HUMAN[192-205] 
YSEDECKQYKVVVYSNTIQ KIIHEDGYSEDECKQY 54.25 2012.87854 0.646338055 GNAI3_HUMAN[54-69] 
YSEEECRQYRAVVYSNTIQ KIIHEDGYSEEECRQY 73.9 2054.90033 -1.774781943 GNAI2_HUMAN[54-69] 
YTLVEYETYKEAQAAMEGL KEAQAAMEGLNGQDLMGQPISVDWCFVRGPPKG 62.43 3585.716675 1.978962825 RBM8A_HUMAN[125-157] 
YTQTLKPGIKLTLSALLDG KLTLSALLDGKNVNAGGH 48.48 1806.995178 3.826794938 VDAC1_HUMAN[256-273] 
YVPIRTPARKLTATPTPLG KLTATPTPLGGMTGFHMQTEDRTM 65.48 2620.244781 1.160960236 SF3B1_HUMAN[430-453] 
AALCLEVTLKTAVDGPDLE KTAVDGPDLEMLTGQERVALANR 97.75 2483.280197 0.577864714 FKBP8_HUMAN[201-223] 
ADFAGVERLALVTGGEIAS IEHADFAGVERL 56.34 1355.68335 1.690660286 TCPB_HUMAN[312-323] 
AHKNTVMEVKLNLNGNWLL KLNLNGNWLLTASRDHLC 61.33 2124.089813 2.607705176 WDR33_HUMAN[295-312] 
ALIIYDDLSKQAVAYRQMS KHALIIYDDLS 43.46 1286.687027 1.294020974 ATPA_HUMAN[305-315] 
ALKGAGTNEKVLTEIIASR KVLTEIIASRTPEELRAI 54.7 2038.178589 0.997949842 ANXA5_HUMAN[108-125] 
ALYQHDAACRVIARLTKEV QLQTTRQELSHALYQHDAAC 37.93 2369.118225 2.041265796 PRP19_HUMAN[95-114] 
ASNRPALAAKFPVLAQSSG KLQIVQQEQQLHASNRPALAA 50.45 2342.28183 0.619908322 DCP1B_HUMAN[456-476] 
CEEFIPEFEKQYPEFPWTD KQVHCEEFIPEFE 40.36 1690.766098 2.734854931 TTL12_HUMAN[524-536] 
CGVRVVSSRKLVGFISAIP KLVGFISAIPANIHIYDTEK 58.92 2228.220474 3.61633873 NMT1_HUMAN[221-240] 
CIDPNDSKHKRTDRSILCC NEIDLFHCIDPNDSKH 53.14 1952.868668 4.980365633 TEBP_HUMAN[51-66] 
CKQFAPEYEKIANILKDKD KIANILKDKDPPIPVA 43.46 1731.029419 0.758508195 PDIA4_HUMAN[103-118] 
CNQTQVNRYKISLLKPSTK KDSDLMEAFHCNQTQVNRY 36.65 2355.037201 0.437785017 RAD1_HUMAN[205-223] 
CNSPVWGADKCEELLEKTV KFVIHCNSPVWGAD 54.01 1628.776962 2.468109566 H2AY_HUMAN[271-284] 
CVHMRGLPYKATENDIYNF KATENDIYNFFSPLNPVRVH 68.36 2360.191315 2.562080439 HNRPF_HUMAN[299-318] 
DADPEVSYNSIFAMGMVGS KFSHDADPEVSYN 39.78 1507.657928 -1.375643614 PSMD2_HUMAN[712-724] 
DAVAQEGQCRVDDKVNFHF KNEAIQAAHDAVAQEGQC 75.24 1938.885361 6.54138726 UCHL1_HUMAN[135-152] 
DCFLEEIMTKREDLVVAPA KEEEHDCFLEEIMT 54.24 1808.759674 3.14027346 IMDH2_HUMAN[167-180] 
DEESLECLCRLLTTIGKDL KNHDEESLECLC 51.46 1532.62352 -1.04135163 IF4G1_HUMAN[926-937] 
DGDVNVISWSRREPFLLSG SRREPFLLSGGDDGAL 31.72 1688.84819 -0.230334498 GRWD1_HUMAN[317-332] 
DGKPSEGSYRIHVLHHGTG KNTTYDLIANIVHDGKPSEGSY 70.52 2421.181198 3.648632332 SNUT2_HUMAN[493-514] 
DLLTIFVSAKLASYVKFYQ KLASYVKFYQNN 51.11 1473.761581 0.985912524 EIF3M_HUMAN[248-259] 
DMMPKYLNFVKGVVDSDDL VKGVVDSDDLPLNVSRETLQQH 52.73 2448.26088 3.59152902 ENPL_HUMAN[433-454] 
DNFGIVEGLMTTVHAITAT KVIHDNFGIVEGL 59.89 1439.777267 2.491357575 G3P_HUMAN[162-174] 
DNQTCCRDNRQGWACCPYR DVECGEGHFCHDNQTCCRDN 32.65 2508.890015 -1.232417516 GRN_HUMAN[518-537] 
DPGRGAPLAKVVFRDPYRF IVKDIIHDPGRGAPLA 56.18 1670.946777 -0.380024073 RL8_HUMAN[44-59] 
DPKEPEQLRKLFIGGLSFE KLFIGGLSFETTDDSLREHFE 116.22 2440.191055 4.986904601 ROA3_HUMAN[36-56] 
DQEGRVIVAEFDSFVLVTA KVSYGIGDEEHDQEGRVIVA 34.84 2200.076019 2.35082786 APEX1_HUMAN[141-160] 
DQNEENSTQKDGEKEKTER KFDALKDDDSGDHDQNEENSTQ 72.19 2507.032043 1.10489214 IF4E2_HUMAN[4-25] 
DTNMELTDLKLQLEKATQR KAQLHDTNMELTDL 34.78 1627.787552 2.561759362 MYPT1_HUMAN[947-960] 
DVEMTPVQRRIEPRSADDS KLQEANAQLAEQACPHDVEMTPVQR 70.5 2862.375229 0.241407902 L2GL1_HUMAN[685-709] 
EAASDCVCSALYAIENVET KTSSNLHEAASDCVCS 64.31 1764.740692 -0.758185044 TNPO3_HUMAN[236-251] 
EAFLGKEDSKTFDQLTPDE KTFDQLTPDESKERLG 97.47 1862.937393 3.451001641 RCN1_HUMAN[70-85] 
EAQIQDMRQRHATALEELS RHATALEELSEQLEQA 74.61 1823.901306 2.826907346 MYH10_HUMAN[1200-1215] 
EAQIQEMRQKHSQAVEELA KHSQAVEELAEQLEQT 71.12 1838.900986 2.385120261 MYH9_HUMAN[1193-1208] 
EDGPTAKKLKTEQGGAHFS KTEQGGAHFSVS 32.83 1246.594223 -1.772028106 KU86_HUMAN[568-579] 
EDGYSEDECKQYKVVVYSN KIIHEDGYSEDEC 66.68 1593.661682 -1.278815964 GNAI3_HUMAN[54-66] 
EDIKRGLALALFGGEPKNP SIAPSIYGHEDIKRGLAL 98.72 1939.052673 1.593045946 MCM2_HUMAN[480-497] 
EDKNRVPYVKGCTERFVCS KGCTERFVCSPDEVMDTIDEGKSN 125.7 2773.199341 4.212102544 KINH_HUMAN[166-189] 
EDSTNRRRLSELLRYHTSQ SELLRYHTSQSGDEMTSLSEYVSRM 68.48 2905.322189 4.592261764 HS90B_HUMAN[452-476] 
EEEIQELQAQIQEQHVQID KLHEEEIQELQA 49.53 1465.741226 1.970334155 VIME_HUMAN[236-247] 

Supplementary Material (ESI) for Chemical Communications
This journal is (c) The Royal Society of Chemistry 2010



ELNPNFQPPKRPFKRMNYS KSPAGSIVHELNPNFQPP 31.79 1930.990097 3.026944576 SYNC_HUMAN[367-384] 
ELSNEERNLLSVAYKNVVG KAVTEQGHELSNEERNL 36.4 1952.955139 -1.708692603 1433B_HUMAN[29-45] 
EMQIQHPTASLIAKVATAQ KDGNVLLHEMQIQHPTA 65.7 1929.973068 2.618689392 TCPZ_HUMAN[58-74] 
EPRIKAVTQKGNAMVEEGH KGNAMVEEGHFAAEDVKA 86.79 1901.894135 1.733534974 SPTA2_HUMAN[846-863] 
EQGFGAPCLKCKEKCEGFE KMGLGHEQGFGAPCL 47.93 1600.749023 2.499454907 TES_HUMAN[9-23] 
ERASMIDKAKEDIVTEQID QKQLQQQQQQPPSQLCTAPASSHERASMIDKA 34.7 3618.763077 -1.469286573 AKAP2_HUMAN[281-312] 
EVSNEDVLTKETKPNRISS KVNLNHEVSNEDVLT 33.28 1709.858414 4.069342785 FAKD2_HUMAN[132-146] 
EVSNGSVVHRLCSDSCFSK KTGEVLHEVSNGSVVH 43.26 1690.863861 -0.585499532 ZMYM3_HUMAN[414-429] 
FAKIGWKNHKHSVNNPYSQ KHSVNNPYSQFQDEYSLDEVMAS 48.22 2687.180939 2.788051929 NLTP_HUMAN[190-212] 
FDDSSASSLKNVYFLLFDS KAISAHFDDSSASSL 59.96 1534.726334 2.116338221 H2AW_HUMAN[332-346] 
FGRDLMTDLKSEISGDLAR KSEISGDLARLILGLMMPPAHYDA 58.54 2597.334518 3.466630862 ANXA6_HUMAN[418-441] 
FKNQELRQVKRQDEDYDEQ KRQDEDYDEQVEESLQDEDDNDVYILT 133.79 3302.422226 -0.433923921 IPO5_HUMAN[814-840] 
FLFDKPVSPLLLASGMARD KSMTEAEQQQLIDDHFLFDKPVSP 47.83 2802.353439 5.913600965 KCRB_HUMAN[177-200] 
FLYGLSDEMKQAHREQLFA KGMDHFLYGLSDEM 37.45 1641.716705 2.787935328 PREP_HUMAN[972-985] 
FNVDNIRVCKILGSGISSS KLIAQACVSIFPDSGHFNVDNIRVC 80.9 2859.416016 5.811326476 TCPQ_HUMAN[181-205] 
FQVVNEETPKDKVLFMTTA KSPHFQVVNEETP 52.17 1510.741608 -0.281980716 RBGP1_HUMAN[388-400] 
FSGLEEAVYRNIQACKELA KHFSGLEEAVY 62.54 1278.624435 0.607684304 TCPQ_HUMAN[20-30] 
FTAEGEVTFKSILFVPTSA KSILFVPTSAPRGLFDEYGSK 97.74 2311.221222 3.72530328 ENPL_HUMAN[384-404] 
FTDLYDIKRAVVHTHLLNP ALEHFTDLYDIKR 69.99 1619.830734 0.924170636 CLH1_HUMAN[626-638] 
FWRKICRNCKCGQEEHDVL KCGQEEHDVLLSNEEDR 52.64 2056.911972 -0.54985338 TES_HUMAN[45-61] 
GAGLVVPVDKNDVGYRELP KNDVGYRELPETDADL 42.2 1833.874451 2.612501634 CD027_HUMAN[233-248] 
GAGYELLIQKFLSLYGDQI KFLSLYGDQIDMHR 93.31 1721.855911 2.069278839 ISOC1_HUMAN[53-66] 
GASSEDTLLKDAAKVCREF NNVDGHLYELDGRMPFPVNHGASSEDTLL 62.51 3196.488373 4.254043317 UCHL1_HUMAN[166-194] 
GATRNFQAEKLLEEEEKRV KTDPENTDYTMEHGATRNFQAE 54.64 2554.103027 0.487842498 CCD94_HUMAN[90-111] 
GDSEIDQLFRIFRALGTPN RIFRALGTPNNEVWPEVESLQDY 60.61 2732.355804 3.21261235 CDC2_HUMAN[215-237] 
GFRIHDYLYFQVLSPGDIR FQVLSPGDIRYIF 31.56 1553.824219 1.2697704 PAP21_HUMAN[32-44] 
GFTLGEKGEKMSKSLGNVI KTVIVHGFTLGEKGE 50.15 1613.877716 -1.06823459 SYIM_HUMAN[649-663] 
GFVHGGVTMKLMDEVAGIV KLMDEVAGIVAARHC 94.15 1668.843964 1.976218311 BACH_HUMAN[252-266] 
GGALGPEEFKACLISLGYD KACLISLGYDVENDRQGEAEFNR 69.83 2683.265991 2.851003227 ACTN4_HUMAN[791-813] 
GGLSPDLQSMEQIRRIMRP KIFCCHGGLSPDLQS 39.3 1717.791626 2.471778262 PP1A_HUMAN[168-182] 
GGRVLAVTAIRENLISALE IRENLISALEEAK 48.8 1484.819794 2.793605 PUR2_HUMAN[392-404] 
GKPIRITLSKHQNVQLPRE KHQNVQLPREGQEDQGLT 41.89 2076.034821 0.670508985 PTBP1_HUMAN[410-427] 
GLPRCSPYKKLTECQLKNP IMEMPSFYSHGLPRCSPYK 62.33 2299.058777 0.067418894 DSRAD_HUMAN[476-494] 
GPVIHNAEAKIQQYISHRN KADIIYPGHGPVIHNAEA 71.91 1900.979523 2.345632841 LACB2_HUMAN[191-208] 
GSDSVESAEKEIGLWFHPE GRNIIHGSDSVESAE 72.35 1569.738297 -0.651700989 NDKA_HUMAN[113-127] 
GSDSVKSAEKEISLRFKPE NIIHGSDSVKSAE 63.44 1355.668091 -1.009834198 NDK8_HUMAN[100-112] 
GSDSVKSAEKEISLWFKPE KEISLWFKPEELVDY 49.15 1894.971634 4.004281575 NDKB_HUMAN[128-142] 
GSNQSVRHLKYSLFKKSLL SVTTNLSSTPFGHGSNQSVRHL 32.39 2325.146194 -0.206868713 NEDD1_HUMAN[147-168] 
GTPVEETLHACQRLHQEGK LHAPDHGTPVEETLH 32.29 1651.795441 0.80578985 ARK72_HUMAN[140-154] 
GVNINVEASKNKSKASTKL KLHGVNINVEAS 44.42 1279.688431 1.251085781 RBM4B_HUMAN[59-70] 
GVNQLKFARSLQSVAEERA SLQSVAEERAGRHCGAL 51.01 1839.900955 0.335344138 RL15_HUMAN[97-113] 
HFLRRGIFFSHRDMNQVLD SHRDMNQVLDAYEN 67.84 1690.736908 0.29218029 SYWC_HUMAN[139-152] 
HGEEEVETFAFQAEIAQLI PEEVHHGEEEVETF 56.33 1666.71109 7.944988234 H90B3_HUMAN[2-15] 
HHHHHHHHHRHSSSHHKIS RHSSSHHKISNLSPEE 31.14 1843.892487 -9.010286726 FA76B_HUMAN[181-196] 
HIYLEGTLLKPNMVTPGHA HHIYLEGTLL 56.98 1194.639694 0.751691078 ALDOA_HUMAN[220-229] 
HLASNVQRNRLVQHDLQVA SLQEQEIEHHLASNVQRN 30.33 2131.040604 2.120090998 CCD50_HUMAN[32-49] 
HLNKPEYIQMLMPPLIQKW KNLLILYDAIGTLADSVGHHLNKPEYIQ 42.28 3134.676392 -6.303680996 TNPO1_HUMAN[536-563] 
HLRDYFEEYGKIDTIEIIT GKIDTIEIITDRQSG 73.48 1644.868256 2.005023799 ROA2_HUMAN[136-150] 
HNCTPEFQANEVRKVKKYE KTPLVSSPMDTVTEAGMAIAMALTGGIGFIHHNCTPEFQA 65.08 4200.015244 7.344735247 IMDH2_HUMAN[62-101] 
HSGAKVVLSKLPIGDVATQ KLPIGDVATQYFADRDMFCAGRVPEEDL 56.34 3212.527069 6.133177893 TCPH_HUMAN[292-319] 
HTVCMDSEGKAYSLGRAEY KAYSLGRAEYGRLGLGEGAEE 35.53 2225.107605 -0.126735444 RCC1_HUMAN[314-334] 
HVEPLERLEKLLTKEQLKI KLSSLIILMPHHVEPLERLE 45.98 2353.319122 2.459929869 SERPH_HUMAN[263-282] 
IFPALVGRPIIRSTTKVGN KCGYAGSNFPEHIFPALVGRP 54.27 2316.147354 1.821127655 ARP2_HUMAN[19-39] 
IGRLTRNVTKDHIMEIFST KDHIMEIFSTYG 42.49 1439.675491 2.815217752 RNPS1_HUMAN[174-185] 
IKTVCDAAEKGVRTLTAAA KGVRTLTAAAVSGAQPILS 40.75 1839.057785 2.549675186 M6PBP_HUMAN[65-83] 
ILEVINAHMVLSKANSQPS KIMPLEDMNEFTTHILEVINAHM 70.1 2725.327728 4.811531423 RFA2_HUMAN[145-167] 
ILSSTSQTNKGPEGQSQAP KGPEGQSQAPASTSASTRLFGLTKP 32.09 2515.303055 1.771555913 AKP13_HUMAN[2755-2779] 
IMEIFSTYGKIKMIDMPVE KDHIMEIFSTYG 42.49 1439.675491 2.815217752 RNPS1_HUMAN[174-185] 
IMGQNVADYMRYLMEEDED KHIMGQNVADY 70.82 1274.607742 -1.71033011 RL5_HUMAN[197-207] 
INVELSLLGKKKKRLRVDK RDFNHINVELSLLG 34.43 1625.852539 1.786754906 RL9_HUMAN[36-49] 
IPEATKQVVKAFQEFIRST KAFQEFIRSTPYSAYDPETYTGHW 43.56 2893.334747 2.297003486 HTF9C_HUMAN[290-313] 
IREMKIYIDKKYETVIMPV KKYETVIMPVFGIATPFHIATI 64.98 2475.35997 5.027147627 SP16H_HUMAN[533-554] 
IRIQQRNGRKTLTTVQGIA KTLTTVQGIADDYDKK 85.73 1794.93634 -1.725409381 EIF1B_HUMAN[42-57] 
ISDQSPLSSKRKALEESES KSGIQPLCPERSHISDQSPLSS 45.39 2422.191055 3.813489436 LAP2A_HUMAN[334-355] 
ISNLVRPFTLGQLKELLGR KISNIVHISNLVRPFT 42.77 1837.057388 0.802370143 ACINU_HUMAN[1009-1024] 
ISVQNMMRRKEQEHMINWV KEQEHMINWVE 36.7 1441.66597 1.535723285 AT5F1_HUMAN[210-220] 
IVGYGDFQMKQIDAPGDPF KQIDAPGDPFPLNPRGIKPQ 51.17 2187.180023 0.55322378 TSR1_HUMAN[300-319] 
IYAISESAYRCMLQDREDQ RCMLQDREDQSILCTGESGAG 35.21 2382.036224 2.871492856 MYH10_HUMAN[163-183] 
IYAITDTAYRSMMQDREDQ RSMMQDREDQSILCTGESGAG 58.08 2326.994019 1.557374007 MYH9_HUMAN[159-179] 
KETLRFISTKLPDKTVEFL KLPDKTVEFLQEYIVNRN 82.52 2205.179337 0.755040632 AKAP8_HUMAN[424-441] 
KHVEFDFLIKGQFLRMPLD KHVEFDFLI 40.74 1146.607346 2.700139687 WDR12_HUMAN[49-57] 
KISNLSPEEEQGLWKQSHK RHSSSHHKISNLSPEE 31.14 1843.892487 -9.010286726 FA76B_HUMAN[181-196] 
KLNFAVASRKTFSHELSDF KTFSHELSDFGLESTAGEIPVVAIRTA 122.94 2874.476334 1.982274104 PDIA3_HUMAN[305-331] 
KLPENVVAMSNLSEAVQDA SNLSEAVQDADLLVFVIPHQFIHR 55.28 2747.439499 4.12165582 GPD1L_HUMAN[79-102] 
KMERPGPSLKRVGPVAATY KRVGPVAATYPMLN 30.74 1515.823151 1.974504742 INO1_HUMAN[516-529] 
KMTIAALESKLAQAEEQLE KLAQAEEQLEQETRE 67.51 1800.885315 0.492535528 MYH14_HUMAN[1839-1853] 
KQDLTEKAVKQGESEVSRI KQGESEVSRISEVLQ 33.08 1687.874054 3.073689051 CKAP4_HUMAN[191-205] 
KSGDDPPARRQGSEHTYES RQGSEHTYESCGDGVPAPQ 87.51 2073.881042 0.896869185 UBP36_HUMAN[83-101] 
LAKEGLYQYKNICQQVNIK KNICQQVNIKSLEDVVRAYL 49.44 2389.278732 4.461178956 EIF3A_HUMAN[75-94] 
LATGDMLRAMVASGSELGK RLAENFCVCHLATGDMLRA 64.4 2233.055435 3.531932023 KAD2_HUMAN[34-52] 
LDATTVLSRAIAELGIYPA AHLDATTVLSR 46.47 1182.635681 2.818281279 ATPB_HUMAN[377-387] 
LDEQAVQGLKQIHQQLYDR KLAAQENRPVTDHLDEQAVQGL 60.9 2431.245529 1.375838006 TBCD_HUMAN[634-655] 
LDKLIGYTFQDRCLLQLAM QDRCLLQLAMTHPS 31.69 1684.802505 5.683158692 RNC_HUMAN[888-901] 
LDLSNVAGYKAIYHDLEQS KHLDLSNVAGY 32.67 1215.624771 1.670745816 PACN2_HUMAN[253-263] 
LEATLQLSLKLCGDTSLNN KLCGDTSLNNMQRQLALEVIVTLSETAAAMLR 94.09 3545.836746 5.803143651 IPO5_HUMAN[264-295] 
LEEKQLSEGKSSSSYHTWN KSSSSYHTWNTGTEGPFVERVTAVW 48.93 2825.340927 2.086473864 GEMI5_HUMAN[1140-1164] 
LEGKAAISNKITSCIFQLL KITSCIFQLLQEAGIKTAFTR 108.47 2424.319885 3.834477479 PUR6_HUMAN[59-79] 
LEILFTMCRKVLCGDAGED KVLCGDAGEDAECHAA 60.06 1701.708664 -2.09319026 IPO8_HUMAN[724-739] 
LGRTLGLYGKDQQEAALVD FQDGDLTLYQSNTILRHLGRTLGLYG 59.23 2950.530106 5.173985505 GSTP1_HUMAN[56-81] 
LGYILTCPSNLGTGLRAGV NLGTGLRAGVHI 53.25 1206.683304 2.643609959 KCRB_HUMAN[286-297] 
LIPQTLSHLKRTVENIKDP TLHTTASNWLHLIPQTLSHL 56.27 2282.217148 7.37703685 DYHC1_HUMAN[4379-4398] 
LLGVEDLLQKHTLVEADIG KHLLGVEDLLQ 43.65 1263.718674 3.132026203 SPTB2_HUMAN[558-568] 
LLPLFLAQLKDECPEVRLN KDNTIEHLLPLFLAQL 49.73 1864.045807 5.078737853 2AAA_HUMAN[358-373] 
LPNGPTAHFKMSSVRLRKE KTPNGLILSHLPNGPTAHF 38.38 2013.07959 1.917956955 RPF1_HUMAN[203-221] 
LPSSDSMSLKVDVEALENS KVDVEALENSAGATYIRK 112.8 1963.037415 1.690237779 SRP72_HUMAN[515-532] 
LQPITRSTLKVELTITPDF KLELSVHLQPITRSTL 71.06 1834.067612 3.451344955 U520_HUMAN[1183-1198] 
LRDYFEEYGKIDTIEIITD KIDTIEIITDRQSGK 99.3 1715.941742 0.425422368 ROA2_HUMAN[137-151] 
LRDYFEQYGKIEVIEIMTD KIEVIEIMTDRGSG 103.15 1546.802475 1.731959991 RA1L3_HUMAN[130-143] 
LSEENVPFIKQLVSDEDKA KQLVSDEDKAQLAS 64.47 1530.788925 0.23321308 RM03_HUMAN[62-75] 
LSVNDLPVGRSVEETLRLV RSVEETLRLV 30.55 1200.682617 2.719286474 PRDX3_HUMAN[207-216] 
LTHGYMSDVKRISATSIFF KRISATSIFFESMPY 35.41 1775.891617 1.556964385 GLYM_HUMAN[181-195] 
LTIIQDPEYRRFGCTVDMN KSDPNQHLTIIQDPEY 30.91 1896.921738 2.892053947 GDE_HUMAN[326-341] 
LTRAYAKDVKFGADARALM KFGADARALMLQGVDLLADAVAVTMGP 31.54 2729.424438 5.775943009 CH60_HUMAN[31-57] 
LTREMPPSDKTPLHCVMEV KTPLHCVMEVDTERAMLE 46.42 2158.022064 0.421219048 ABCF2_HUMAN[156-173] 
LVGIDIFTGKKYEDICPST KKYEDICPSTHNMDVPNI 65.73 2159.997955 1.893057348 IF5A1_HUMAN[67-84] 
LVKLDLSKNKLQQLPADFG KLQQLPADFGRLVNLQHLDLLNN 41.13 2658.460541 5.278242721 LRC59_HUMAN[73-95] 
LVKQGRDRKKIDSQRDFTV KIDSQRDFTVASPAEFVTRFGGN 83.15 2541.261215 2.029700831 ACACA_HUMAN[93-115] 
LVVRPGLGSKAGSMSKQEL KMMLTHLVVRPGLGS 69.54 1637.910934 0.256424199 CHD3_HUMAN[1201-1215] 
LWDYTFGPEKLNIDTRNCK KHLWDYTFGPE 58.65 1391.651001 1.646246076 ARP2_HUMAN[86-96] 
LYCQQYAEVKYTQGGLENL KYTQGGLENLELSR 45.4 1606.831451 2.39664216 TTC35_HUMAN[199-212] 
MDFIVAASNLRAENYDIPS LRAENYDIPSADRH 32.61 1655.801544 -0.497644179 UBA1_HUMAN[868-881] 
MLPHLHFGLKDKETRYRQR KGELSIIPYEITLLSPCLHMLPHLHFGL 44.42 3227.723892 3.671317745 SYK_HUMAN[193-220] 
MQNTPGFMYKNLQCLVIDE KLGNGINIIVATPGRLLDHMQNTPGFMY 40.56 3069.589203 6.140561083 DDX18_HUMAN[297-324] 
NAQNLMQSVKETVREAEAA KETVREAEAASI 47.18 1302.677902 -0.804496644 VINC_HUMAN[1103-1114] 
NDDEQYAWESSAGGSFTVR SSAGGSFTVRADHGEPIGRGT 30.45 2057.9879 -0.455784993 HS90B_HUMAN[159-179] 
NELLTQLEQKVELDSRYLS KSFHNELLTQLEQ 40.14 1585.809998 2.562728199 BAIP2_HUMAN[95-107] 
NKQLESQLHRLRQLLEQPQ RLRQLLEQPQAEA 33.78 1550.852844 1.437918503 DMD_HUMAN[3592-3604] 
NLISISTDGKICSWSLDML KICSWSLDMLSHPQDSMELVH 63.58 2512.154877 2.887560821 DC1I2_HUMAN[406-426] 
NLMDRKVLAIMREHGLNPD IMREHGLNPDVVQNIQDICNS 90.74 2451.163467 1.576802221 ZCCHV_HUMAN[201-221] 
NNFVGRLIGKEGRNLKKIE KILAHNNFVGRLIG 42.51 1550.90451 -1.023918616 IF2B3_HUMAN[280-293] 
NRAKAQIALKLGVTANDVK KLGVTANDVKNVIIWGNHSSTQYPDVNHA 46.4 3176.600311 2.74507308 MDHC_HUMAN[170-198] 
NTIICARAGKDLVSSLTSG MVTADHGPAVSGAHNTIICARAG 108.12 2305.105576 3.277940967 ACLY_HUMAN[895-917] 
PAVHAGILARNIPEDNADM RNIPEDNADMARLDFNL 37.13 2002.953033 4.603702557 PUR9_HUMAN[79-95] 
PDADSLYVEEVDVGEIAPR KHPDADSLYVE 30.54 1272.598618 -1.54487045 MCA1_HUMAN[167-177] 
PDADSLYVEKIDVGEAEPR KIITVEKHPDADSLYVE 41.26 1956.020386 1.419208112 SYYC_HUMAN[374-390] 
PDIGKSTPQKTAEADPRRG KLCSSAETLESHPDIGKSTPQ 58.36 2284.10051 1.563416314 NSD2_HUMAN[404-424] 
PDPDAELQRMEQEAERRRQ RLLAEGHPDPDAELQR 48.14 1815.922729 0.525903435 RBM25_HUMAN[490-505] 
PDQDTEAGFKRAMDLVQEE RLNPTWNHPDQDTEAGF 58.9 1996.902756 1.921976415 MYG1_HUMAN[201-217] 
PEIVECRVFKTDMELEVLR KFEVNNTILHPEIVECRVF 84.24 2343.204529 5.379385301 PEPD_HUMAN[168-186] 
PEMSNLDLTKILSKKYKEL KLHPEMSNLDLT 45.44 1396.702026 3.041450446 UBF1_HUMAN[132-143] 
PENAAEIKLTMAQLKISQG KAIELLQEFSDQHPENAAEIKL 78.37 2522.301605 2.175790551 SRP72_HUMAN[356-377] 
PESAEDLQEKCTELNQAWS RLIQSHPESAEDLQE 72.6 1750.848557 0.865294713 SPTA2_HUMAN[1298-1312] 
PESIQGSKEKGIWKPETPQ KGIWKPETPQDSSGLAPF 37.65 1956.994522 3.470628008 FA21A_HUMAN[928-945] 
PEVAPDVRLRALHYGRECA KEAAYHPEVAPDVRL 54.93 1693.878738 1.815950535 TLN1_HUMAN[2220-2234] 
PEVGLTENGKVILKNFLYD KLYGAQFHPEVGLTENG 40.38 1858.921356 0.197964265 GUAA_HUMAN[183-199] 
PFGFVAVPTKNPDGTMNLM KDHPFGFVAVPT 49.28 1313.676849 1.1136681 UBC9_HUMAN[18-29] 
PFSKFGTGNKYTLETRPNQ KYTLETRPNQEGIDVRQELL 34.9 2401.260101 2.745641756 IDE_HUMAN[223-242] 
PFYSNISKDRRYADLTEDQ RRYADLTEDQLPSCESL 70.33 2051.958191 2.241761075 PGAM1_HUMAN[140-156] 
PGEGLVLRPLCTADLNRGF KEVDWSQNTATFSPAISPTHPGEGLVLRP 64.05 3133.583267 6.779459229 GNA1_HUMAN[15-43] 
PGEMVGALAAQSLGEPATQ KFNQAIAHPGEMVGALA 51.1 1752.898102 1.849508535 RPB1_HUMAN[1075-1091] 
PGISITDLSKKAGEIWKGM KSDHPGISITDLS 59.06 1368.688507 1.654868868 SSRP1_HUMAN[566-578] 
PGLSIGDTAKKLGEMWSEQ KKLGEMWSEQSA 54.05 1392.670715 1.254424309 HMGB2_HUMAN[127-138] 
PGLSIGDVAKKLGEMWNNT KGEHPGLSIGDVA 46.38 1278.656815 1.061269908 HMGB1_HUMAN[114-126] 
PGSCDVVHVKDANGNSFAT KDANGNSFATRISNIFVIG 40.38 2023.048676 -0.061293631 RS4Y2_HUMAN[211-229] 
PGSFDVVHVKDANGNSFAT KDANGNSFATRLSNIFVIGKGN 44.94 2322.208023 -1.601923671 RS4X_HUMAN[211-232] 
PHLPPPPMCSVHPCRHAEV KTVTIENHPHLPPPPMC 48.65 1966.975723 2.150001116 ATG3_HUMAN[243-259] 
PLPVALERGKGIYLWDVEG KGIYLWDVEGR 70.89 1334.698273 3.709452616 OAT_HUMAN[66-76] 
PLSATQIQVKREELITNWE KALCAEADRLQQSHPLSATQIQV 38.51 2563.317642 2.262302535 SPTA2_HUMAN[312-334] 
PLSLQDLIEKVVILRKAVQ KAQDGSHPLSLQDLIE 37.13 1749.889709 2.740172695 SC31A_HUMAN[707-722] 
PPPQTLPRSKSPSGQKRSR KQNMGPSGQTHPPPQTLPRS 47.63 2157.074921 0.051922165 RBM12_HUMAN[392-411] 
PPVEGSYAPRRGEFCIAKF KLMENMRNDIASHPPVEGSYAP 58.87 2455.162369 2.319602187 SND1_HUMAN[709-730] 
PQDSMELVHKQSKAVAVTS KICSWSLDMLSHPQDSMELVH 63.58 2512.154877 2.887560821 DC1I2_HUMAN[406-426] 
PQGIRESQLKERLEKRYQD KELDELLNCLHPQGIRESQL 40.95 2391.221603 2.262441922 BAZ1B_HUMAN[998-1017] 
PSGQKPNYIKRFASGGCDN KINNAHTIGCNAVSWAPAVVPGSLIDHPSGQKPNYI 41.31 3824.942047 1.402897072 SEC13_HUMAN[144-179] 
PTIISESFQKALEKGIEIL KGIHPTIISESFQ 63.53 1455.772171 2.027102907 TCPD_HUMAN[126-138] 
PTVVISAYRKALDDMISTL SVAEHFLEQQMHPTVVISAYR 76.76 2441.216156 3.902972695 TCPG_HUMAN[107-127] 
PYFQDLERCKENLDSHLPP KENLDSHLPPSQNTSELNTA 37.88 2194.050171 5.961577439 CDK6_HUMAN[307-326] 
QEQHVSVQEMQELKETLNQ KVMETSAQSSGDHQEQHVSVQE 39.61 2440.092484 -0.94709525 TPR_HUMAN[1454-1475] 
QFLEAKGQEKTCRETEVGD KTCRETEVGDPAGNELAEPEA 55.58 2272.027725 7.013998916 DUS3L_HUMAN[52-72] 
QGAGFQDIPKRCLKAREHF KVVQSLEQTAREILTLLQGVHQGAGFQDIP 56.22 3274.76738 5.509704326 TSN_HUMAN[26-55] 
QGVMVGMGQKDSYVGDEAQ SIVGRPRHQGVMVGMGQ 46.24 1823.924713 -1.31145764 ACTA_HUMAN[35-51] 
QHVTQETQAKPGYQPSGES KTLLEEPSHQHVTQETQA 38.61 2075.028336 0.296381495 CE350_HUMAN[668-685] 
QIEYAMEAVKQGSATVGLK KQGSATVGLKS 60.14 1074.603317 -1.093426738 PSA1_HUMAN[30-40] 
QLLGLNLLFLLSQNRVAEF LLSQNRVAEFHTELERLPA 54.72 2222.180725 2.761701571 PSMD8_HUMAN[106-124] 
QLYVGVLGSKLGLQVVELP RQHQLYVGVLGS 49.47 1355.730988 -1.391131439 DDAH1_HUMAN[45-56] 
QPEKPLVRLRVDYSGGFEP RVDYSGGFEPFSVLR 37.69 1727.863129 2.827191528 MRE11_HUMAN[366-380] 
QRSIAELVPKCHPLGSFEQ KCHPLGSFEQMEAVNIAQTPAELYNA 31.44 2917.373825 4.133169324 VA0D1_HUMAN[128-153] 
QTFVRLHNQKTGQEVVFVA QLVDVNTGAELTPHQTFVRLHNQ 41.04 2616.340866 2.464128464 RPN2_HUMAN[419-441] 
RKENAGAAEKAISVHSTPE KAISVHSTPEGCSSAC 49.39 1689.745056 -0.676433404 IF2B1_HUMAN[242-257] 
RKENSGAAEKPVTIHATPE KPVTIHATPEGTSEACRM 77.54 1983.950623 -0.912321093 IF2B2_HUMAN[240-257] 
RNEVTVELRKNKRDEHLLK RNEVTVELR 36.04 1114.609451 0.458456547 IMA3_HUMAN[29-37] 
RPQLENLLCKVNEAAPEKP KVNEAAPEKPQDDSGTAGGISSTSASVNRY 104.49 3035.443176 2.278085801 UBR4_HUMAN[3766-3795] 
RQKLYTLQDKAQVADVVVS KAQVADVVVSRWL 49.62 1469.835449 0.894657971 FAS_HUMAN[1072-1084] 
RQLTFEEIAKSAKITVNEV MEMTFTRPANHRQLTFEEIA 34.64 2421.156906 3.013435429 PSD13_HUMAN[278-297] 
RTEINKKIYKIGQGYLIKD KIGQGYLIKDGKLI 43.79 1544.928986 2.204632078 RL3_HUMAN[286-299] 
SADRLAAAFAVSRLEQDEY AVSRLEQDEYALRSH 51.49 1772.880524 -2.246626293 ECHB_HUMAN[235-249] 
SAHFFEFLTKELALGQDRF SISSIGVVGTAEDNRSHSAHFFEFLT 61.56 2807.351486 3.454501529 DDTL_HUMAN[61-86] 
SAHFFEFLTKELALGQDRI KELALGQDRILIR 36.4 1523.914719 1.550611705 DOPD_HUMAN[87-99] 
SDPVSAVHFNRDGSLIVSS KTLPAHSDPVSAVHF 46.83 1604.8311 -1.567766228 WDR5_HUMAN[165-179] 
SESALNNDSKTCNTNPHLN KTCNTNPHLNALSTDSACR 47.16 2158.984772 0.278371579 F120A_HUMAN[1086-1104] 
SFDVKKLSEKIMHFPTWVD KIMHFPTWVDL 38.7 1385.716583 1.457007894 DDX1_HUMAN[421-431] 
SFLGDDVFLRELAKVKQEN KLHSFLGDDVFL 32 1389.729263 3.129386504 PYGL_HUMAN[521-532] 
SGDDWATLFTLLECIGSGV KTNAANIHSGDDWATLF 38.86 1859.880219 1.904961386 GBF1_HUMAN[1251-1267] 
SIDGRVVEPKRAVAREESG MAEVDAAMAARPHSIDGRVVEP 68.11 2321.12561 0.483816987 ROA2_HUMAN[72-93] 
SLGYGFVNYVTAKDAERAI KVAGHSLGYGFVNY 73.49 1510.756866 1.984435793 ELAV1_HUMAN[55-68] 
SPANSSPRGKWQCRICEDM KPSSAITVIDHSPANSSPRG 80.34 2020.033752 -0.984637013 ZN451_HUMAN[585-604] 
SQGPRQVQLQQEAEPLKQV KQVQPQVQPQAHSQGPRQVQL 41.92 2380.272385 -0.396173146 CIZ1_HUMAN[373-393] 
SQPPRQVQLQLQKQVQTQT KQVQPQVQPQAHSQPPRQVQL 32.67 2420.30368 0.877162654 CIZ1_HUMAN[401-421] 
SQQALEYGTKLVGGTTPGK KQGTFHSQQALEYGT 47.08 1693.806 0.290470101 SUCA_HUMAN[53-67] 
SRGMLRFMVKEIVRDLDQD KEIVRDLDQDGDKQL 40.11 1770.911179 1.821096415 CAB45_HUMAN[239-253] 
SSDWPKFFEKYLRDVNCPF KYLRDVNCPF 32.7 1310.644135 2.890944917 CN166_HUMAN[62-71] 
SSGFRDFLLKPELLRAIVD DVKGSYVSIHSSGFRDFLL 67.14 2126.079666 5.060017351 UAP56_HUMAN[34-52] 
SSPVGPSSSKGSGPPPTEE KGSGPPPTEEEEGERALRE 97.07 2066.986832 0.41558078 ZC3H4_HUMAN[916-934] 
SVNYKPPAQKSIQEIQELD KSIQEIQELDKDDESLR 90.34 2045.027634 2.469404284 GDIR1_HUMAN[33-49] 
SWTGNLVTNKTWDHFWLNE KSLSNVIAHEISHSWTGNLVTN 57.58 2406.229156 -0.732266083 LKHA4_HUMAN[288-309] 
SYSDSTEMVKIIVHTVQSQ KIIVHTVQSQDRVL 41.52 1634.946793 -1.413501656 IKKA_HUMAN[588-601] 
TALTVVMASKGYPGDYTKG KGYPGDYTKGVEITGFPEAQALGLEVFHAGTAL 53.05 3435.735077 4.704961133 PUR2_HUMAN[342-374] 
TERQFRNRRKILIRGLPGD KILIRGLPGDVTNQEVHDLLSDYEL 51.75 2836.497055 3.541692378 RAVR1_HUMAN[60-84] 
TGHHSSMFWMRVPLVAPED MRVPLVAPEDLRDDIIENAPTTHTEEYSGEE 48.75 3525.656921 1.30472139 ANM5_HUMAN[153-183] 
TGQFVYCGKKAQLNIGNVL KAQLNIGNVLPVGTMPEGTIVCCLEEKPGDRG 59.08 3451.726181 4.218179321 RL8_HUMAN[93-124] 
THSVGTVCCSRLKESFLVT KAGQVMCVAQGSGHTHSVGTVCC 72.49 2430.066147 3.964912647 TBL3_HUMAN[293-315] 
TMTDDVTFWKWISLNTVAL KAHTMTDDVTFW 45.24 1450.655121 3.454301389 CLH1_HUMAN[100-111] 
TPRYYDILKKRLQLPVWEY KRLQLPVWEY 34.14 1330.739731 4.030089337 DHX15_HUMAN[133-142] 
TRLRTSPALKTTRLQSAGS KTTRLQSAGSAMPTSSSF 62.65 1855.909805 6.422187095 CE170_HUMAN[1264-1281] 
TSFVNSCYPARRGPQLVCT ARRGPQLVCTGSDDGTV 38.12 1787.858475 -0.751737354 WDR57_HUMAN[160-176] 
TTQKDTTYTKIFVGGLPYH KIFVGGLPYHTTDASLR 53.16 1874.005035 2.891134175 RBM24_HUMAN[12-28] 
TVGDVLEAKMRHGFSGIPI KFEQGFITDPVVLSPSHTVGDVLEAK 51.18 2812.464737 3.66760154 IMDH1_HUMAN[109-134] 
TVLVERSTLKEDVGDEGEE KFLSDPQVHTVLVERSTL 73.27 2068.131699 1.883342343 DYHC1_HUMAN[67-84] 
TVQSQDRVLKELFGHLSKL KIIVHTVQSQDRVL 41.52 1634.946793 -1.413501656 IKKA_HUMAN[588-601] 
TWQDHGYLATYTNKNGSFA KGLQSIFQEQGMAESVHTWQDHGYLA 55.97 2959.392288 3.157742905 SPSY_HUMAN[24-49] 
VALHQEFHGKGERSVEESA KGERSVEESAGLVGL 45.36 1529.804916 1.030196716 CG055_HUMAN[86-100] 
VASVLCQRAKVAMSHFEPN KVAMSHFEPNEYIHYDLLE 32.1 2334.09903 2.035903335 ACON_HUMAN[31-49] 
VCDTAFETSKFFTDLRDGI KFFTDLRDGIISDIFD 41.7 1900.957092 3.808607796 E2AK2_HUMAN[493-508] 
VEGTECLQASQCTLLIPEG KLHVEGTECLQA 45.2 1383.681641 -0.28691571 AGK_HUMAN[357-368] 
VEVEDTTLNRCSCSFRVLV KLQRDLEAEHVEVEDTTLN 76.05 2238.112778 0.265402175 BOLA2_HUMAN[11-29] 
VFGTETHMTAIVGMALGHR KTTGIPIHVFGTETHMT 48.75 1868.945496 1.26060391 ACLY_HUMAN[396-412] 
VFLCEGEEPKSDLKAARSI KDHVFLCEGEEP 60.87 1458.644928 1.716661781 HN1L_HUMAN[112-123] 
VGADLAALCSEAALQAIRK KLADDVDLEQVANETHGHVGADLAALC 33.47 2860.366135 3.89705355 TERA_HUMAN[389-415] 
VGDEDFVHLRVFQSLPHEN RVFQSLPHENKPLTLS 44.33 1865.015915 2.186040327 CYTB_HUMAN[68-83] 
VGQTFDRRSRVLPHPNRIQ RVLPHPNRIQAGEIGEM 40.07 1916.00502 -0.98486172 DBPA_HUMAN[251-267] 
VITDIVEGKKVGTFFSEVK KVGTFFSEVKPAGPTVEQQGEMARSGGRML 87.66 3193.601242 0.159694327 P5CS_HUMAN[348-377] 
VKEVQQLQGKIRTLQEQLE KIRTLQEQLENGPNTQLA 48.46 2052.096329 4.143567668 RRBP1_HUMAN[779-796] 
VKMDERALPKGDFFPPERP KGDFFPPERPQQLPHGLGGIGMGLGPGGQPIDANHLN 96.69 3817.911118 -1.078338356 HNRPM_HUMAN[285-321] 
VLIEISSTHKKLNESLDEN KIGEIATGSPVSTELGHVLIEISSTH 36.77 2674.417755 4.377027478 BI2L1_HUMAN[57-82] 
VLQRTIQCAKAQAGEGVRP KAQAGEGVRPSPMQLELR 50.15 1966.041794 0.955218758 PDXK_HUMAN[275-292] 
VPLSLDRAMRLVKDVFISA KNMQNVEHVPLSLDRAM 72.93 1980.98732 2.011118375 PSB1_HUMAN[184-200] 
VQGQEPLTASMLASAPPQE KYAAGVRNPQQHLNAQPQVTMQQPAVHVQGQEPLTA 33.31 3934.002029 1.952973065 PABP1_HUMAN[512-547] 
VSDWLDETNKGTKTEGETE KHVSDWLDETN 70.29 1342.615341 -0.191417446 STRBP_HUMAN[43-53] 
VVSVRQERAFQMPKSYSQL FQMPKSYSQLIA 39.52 1411.716949 -5.19650912 DISP2_HUMAN[155-166] 
WQQTSELGRKRKAEEDAAL KCFLAQPVTLLDIYTHWQQTSELGR 87.19 3003.527664 5.182905484 TCOF_HUMAN[37-61] 
YAMEDVATRRDALLSRRNA KLIQNNHYAMEDVATR 107.67 1901.941742 2.502705469 SPTA2_HUMAN[532-547] 
YENFRSERLKRGGRKVENE MLITHMQDLQEVTQDLHYENFRSERL 72.53 3245.559738 2.188220391 SEPT2_HUMAN[279-304] 
YHCGVQDKAKYIENMSRGI KYIENMSRGIY 49.06 1372.680878 1.337528649 PHF6_HUMAN[312-322] 
YLGEFSITYKPVKHGRPGI KTFNQVEIKPEMIGHYLGEFSITY 57.34 2843.42038 1.330088237 RS15_HUMAN[100-123] 
YNKRSTITSREVQTAVRLL REVQTAVRLLLPGELA 43.57 1764.025742 2.484090734 H2B3B_HUMAN[93-108] 
YPPVQVLFEKGNLSKETKT RTLVAHYPPVQVLFE 32.65 1767.967194 3.144854734 MSH6_HUMAN[583-597] 
YSKRSTISSREIQTAVRLL REIQTAVRLLLPGELA 42.38 1778.041382 1.772737143 H2B1A_HUMAN[94-109] 
YVGIARDQTKSIVEKIQAK KTQIDHYVGIARDQT 58.95 1743.890396 -1.843005734 RTN3_HUMAN[998-1012] 
AAGHPSMNLLLRKTFDLYA KGPLKTPIAAGHPSMNL 52.77 1730.950134 -1.178543483 IDH3A_HUMAN[96-112] 
AAPSGSAADKVVIEACDEL KRSGVAYIAAPSGSAAD 41.34 1619.826706 -1.402619176 PUR9_HUMAN[552-568] 
ADAIRGGLPKLKELNLSFC KGAVAIADAIRGGLP 43.07 1407.819778 1.132957517 RAGP1_HUMAN[279-293] 
ADLDTTIMFATAGTLNREG ATAGTLNREGTETFADHREGIL 60.93 2358.156387 1.838300472 TLN1_HUMAN[1999-2020] 
ADRLGLELGKVVTKKFSNQ KIADRLGLELG 32 1183.692444 -0.177410949 PRPS1_HUMAN[18-28] 
AEESNFPFIKICSPDKMIG KICSPDKMIGFSETA 48.8 1682.800766 -0.299500696 NSF_HUMAN[566-580] 
AEGFSDTALIMVDNTKFTM KVASRIAEGFSDTAL 30.7 1563.825653 1.956100409 CX4NB_HUMAN[110-124] 
AENQDSLGSKVKDTFNGNL KVKDTFNGNLPFLF 41.73 1638.876984 4.361523208 MPI_HUMAN[85-98] 
AFPTSISVNNCVCHFSPLK KKGIAFPTSISVN 35.91 1360.771439 2.25827785 PA2G4_HUMAN[71-83] 
AGEASRLAHYNKRSTITSR SFVNDIFERIAGEASRLAH 58.58 2131.081024 3.860951277 H2B1B_HUMAN[65-83] 
AGFNRLRQEQRGLASKAAE KGAVSAEQVIAGFNRLRQE 79.62 2072.112656 2.725237927 PFD2_HUMAN[18-36] 
AIQSQFTRTKEELEAEKRD KELEIAQDRNIAIQSQFTRT 69.37 2360.244781 1.729481634 TPR_HUMAN[97-116] 
AIVSTTVETKEPEKEIRPA KEPEKEIRPALELLEPIEQ 50.08 2260.231384 -0.019024601 GDIB_HUMAN[360-378] 
AKEGFEKISKGANPVEIRR KGANPVEIRRGVML 31.67 1538.87149 -2.304935807 CH60_HUMAN[133-146] 
ALKKVKFQAKLEHEYIQNF KLEHEYIQNF 43.94 1319.65097 -0.55166102 MARE1_HUMAN[66-75] 
ALTDNALIARSLGKYGIIC KRIALTDNALIA 41.64 1297.771744 0.245035386 RL7_HUMAN[165-176] 
ALTTFIPHDKGPAAIEECC KGPAAIEECCNWFH 33.41 1717.734085 2.071915572 GDE_HUMAN[362-375] 
AMATVTALRRTVPPAVTGI KFSHEEIAMATVTALR 63.12 1802.934875 1.506987323 ALDOA_HUMAN[243-258] 
AMHDIIAAEKCFGTGAAGN KCFGTGAAGNRTSPQEGERYNYS 42.96 2549.13533 0.146324126 PRKDC_HUMAN[1311-1333] 
ANPDIPEAYKLRGWFDAEG KLRGWFDAEGQALDGVSISDL 36.5 2276.143707 3.802483988 RFA1_HUMAN[410-430] 
ANYVKEFSPKLVGLTGTRE KLVGLTGTREEVDQVARAY 54.17 2104.127655 0.892531399 SCO1_HUMAN[223-241] 
APEEGGVDAKDTSATSQSV KIRQLIDEGIAPEEGGVDA 56.43 2009.042908 3.417547715 NIPA_HUMAN[31-49] 
AQSQREITLKGFREGSFKV KQNAQCLHGDIAQSQREITL 48.83 2309.154602 1.489289629 DDX50_HUMAN[412-431] 
ASLEKELLEKKPWQLQGEV KKPWQLQGEVTAQ 43.41 1511.809616 0.514615062 MPP10_HUMAN[381-393] 
ASVPNQPLKKQIQKIERTL KAAVHTYGIASVPNQPLK 61.6 1893.047211 0.841500408 DDX20_HUMAN[456-473] 
ATELKNNSYKLARWTCCAL KLARWTCCALLAGSEYL 33.47 2011.001907 1.161112773 EIF3D_HUMAN[431-447] 
ATFSANPEAKAAAAPFQTS KAAAAPFQTSQASASAPRHQPASASSTAASPAHPA 35.32 3327.634415 -1.452984131 EP400_HUMAN[1518-1552] 
ATGSADRNVKIWGLDFGDC KIWGLDFGDCH 47.7 1346.607773 2.080041461 WDR3_HUMAN[616-626] 
ATNTYQQVQQTLEARAAAA QTLEARAAAAATVVPPMVGGPPFVGP 34.98 2503.325729 -7.496827034 RBM42_HUMAN[97-122] 
ATPFHIATIKNISMSVEGD KKYETVIMPVFGIATPFHIATI 64.98 2475.35997 5.027147627 SP16H_HUMAN[533-554] 
ATSQNRIYLTADNLVLNLQ KTIATSQNRIYL 42.21 1406.788132 4.719971578 PHB2_HUMAN[262-273] 
AVETDVRVNKDSLTDLYVQ KNIAVETDVRVN 47.58 1356.736115 1.759369397 ASHWN_HUMAN[34-45] 
AYQKKKLCFKENAEQGEVD KENAEQGEVDMESHRNANAEPAVQ 53.69 2652.183365 -0.596866725 CD99_HUMAN[156-179] 
CDVSRQELNKIYDALDVSL KLICDVSRQELN 43.95 1473.760941 -0.730783379 SYRC_HUMAN[309-320] 
CEVINEAVWKHNIIYVSSA KHNIIYVSSAGNNGPCL 73.39 1842.904648 3.638820927 TPP2_HUMAN[351-367] 
CFPEYTGANKYDEAASYIQ KITHSPLTICFPEYTGAN 57.45 2048.003708 2.224117067 GNAI2_HUMAN[278-295] 
CGRLFGEKFRHFNALGGWG RHFNALGGWGELQNSV 74.13 1783.875412 2.898184461 LKHA4_HUMAN[339-354] 
CKQWTEILHFTEHSGLTTG FTEHSGLTTGVAFGHHA 58.02 1767.832916 -2.863392776 PRP19_HUMAN[471-487] 
CLKRATVQRAQHVFQHAVP AQHVFQHAVPQEGKPITNQ 68.78 2128.08139 1.378706667 BLMH_HUMAN[49-67] 
CLMGDPGVAKSQLLSYIDR KSQLLSYIDRLAP 58.97 1502.845642 1.809899782 MCM7_HUMAN[387-399] 
CNDVLSLLEKFLIPNASQA KIETELRDICNDVLSLLE 37.39 2159.114349 4.072503156 1433Z_HUMAN[85-102] 
CVTYEHLITKPVLGKDEDF KVTWLAETTHALPIPVICVTYEHLIT 71.2 3004.609604 0.987815521 SYEP_HUMAN[606-631] 
DANDDEDMEKFTDADKETE KFTDADKETEIVK 52.61 1522.787872 -1.188609414 CEBPZ_HUMAN[646-658] 
DAPGHRDFIKNMITGTSQA KYYVTIIDAPGHRDFI 78.38 1906.994125 1.335609778 EF1A1_HUMAN[84-99] 
DAVKPGVRYRELGNIIQKH KLVQTTYECLMQAIDAVKPGVRY 43.16 2682.387314 5.155109379 AMPM1_HUMAN[247-269] 
DCHTAHIACKFAELKEKID KSDPPQEAAQFTSQVIILNHPGQISAGYSPVIDCHTAHIAC 52.13 4457.153259 6.520080938 EF1A2_HUMAN[330-370] 
DDIFVGKEGTRMNVKDVKA TRMNVKDVKALLETQNL 32.93 1972.077515 8.922570166 NDST4_HUMAN[318-334] 
DEELVTNSGKFLILDRMLP KFLILDRMLPEL 53.54 1486.858124 2.959260153 HELLS_HUMAN[600-611] 
DELKLQLAKKEEELQGALA KEEELQGALARGDDETLH 67.21 2009.965378 2.331383441 MYH10_HUMAN[1088-1105] 
DEVRTGTYRQLFHPEQLIT RAVFVDLEPTVIDEVRTGTYR 52.63 2435.280884 4.220868347 TBA1A_HUMAN[64-84] 
DEVSSLLRTSIMSKQYGNE KNLRDIDEVSSLLRT 50.81 1757.963531 0.620035616 TCPQ_HUMAN[152-166] 
DFYTSITRARFEELCSDLF RFEELCSDLFR 43.13 1470.692535 2.86871654 HSP71_HUMAN[301-311] 
DGGLETLRLKLPAVVTADL KLPAVVTADLRLNEPRY 41.37 1954.09996 1.454889749 ETFB_HUMAN[176-192] 
DHLALDEIKKRGIRVGYTP KVISTMSVGIDHLALDEIK 106.65 2068.12381 3.338291434 GRHPR_HUMAN[76-94] 
DHWLEFSATKLSSCDSFTS KLSSCDSFTSTINELNHCLSLR 60.92 2581.226456 3.240707525 SYEP_HUMAN[88-109] 
DIHEVRIGWSLTTSGMLLG IDIHEVRIGW 37.96 1236.661499 2.235049771 HNRPU_HUMAN[353-362] 
DIKKYARVEKIPGGIIEDS KIPGGIIEDSCVLRG 36.96 1612.860672 1.830288289 TCPG_HUMAN[203-217] 
DKAMHGELQKAILELHYSQ KLLLQGEADQSLLTFIDKAMHGELQ 62.31 2797.468384 5.721959216 PRKDC_HUMAN[3050-3074] 
DKKEEDLEDKNNFGAEPPH KNNFGAEPPHQNGECYPNE 33.09 2200.923203 0.458443983 HS105_HUMAN[831-849] 
DKSLPLPNDKTLLYNPFPP KTLLYNPFPPTNESDVIRR 62.38 2259.201141 0.185906422 CIR1A_HUMAN[617-635] 
DKTIIGDFQKEQKKFVEEQ KSVEEGKIDGIIDKTIIGDFQ 63.54 2304.221283 2.803116197 SYAP1_HUMAN[85-105] 
DLKFIDTTSKFGHGRFQTM KIDLKFIDTTS 40.87 1279.702362 3.721177784 RL3_HUMAN[362-372] 
DLPIQSSLCRQLGQDLLNS KVKSIDLPIQSSLC 31.92 1586.870163 2.414186169 HS74L_HUMAN[576-589] 
DLRGIVSRPRLLSQVADIL KSGLSSPIYIDLRGIVSRP 34.99 2057.1633 -0.508953276 PYR5_HUMAN[29-47] 
DLRNPKGNKKNAGFTPQER KNAGFTPQERQGFGELLQ 57.52 2019.01738 2.929147643 APEX1_HUMAN[228-245] 
DMGFEPDVQKILEHMPVSN KILEHMPVSNQKPDTDEAEDPE 61.02 2521.164215 2.802673447 DDX23_HUMAN[565-586] 
DPTKVVRTALLDAAGVASL KGIIDPTKVVRTA 37.68 1396.840195 -0.796798377 CH60_HUMAN[516-528] 
DQALDAQHRKAVSDMIMEL KCDPAPFYLFDEIDQALDAQHR 70.6 2648.232925 4.288520052 SMC3_HUMAN[1133-1154] 
DQNRDGFIDKEDLHDMLAS KEAFNMIDQNRDGFID 55.64 1911.878494 3.968871465 MRLC2_HUMAN[35-50] 
DQNSALLQRKVEEVTKVCE KILNAHMDSLQWIDQNSALLQR 104.3 2593.343445 2.320942107 NUP62_HUMAN[476-497] 
DRLGGAGMERMGAGLGHGM KQGGGGGGGSVPGIERMGPGIDRLGGAGME 47.36 2753.333755 -0.639951476 HNRPM_HUMAN[388-417] 
DRTDAISEEKLREIFGLYG KLREIFGLYGQTTG 42.38 1581.851486 1.653758285 SAR1A_HUMAN[146-159] 
DRYASENVNKLLVGNKCDL KQWLQEIDRYASENVN 50.26 1991.970062 6.435839697 RAB1A_HUMAN[103-118] 
DSILEQMRRKAMKQGFEFN KAPVDFGYVGIDSILEQMRR 50.38 2293.188873 3.427541487 SEPT9_HUMAN[271-290] 
DSSVTGVQRFRDTLKIPYK SVTDARSAGPSDHIDSSVTGVQR 33.88 2341.125854 1.805968694 N4BP1_HUMAN[573-595] 
DSWMGKGAAKLRVAGVVAP KLRVAGVVAPTLPREDLE 59.75 1962.12619 3.135374285 RECQ1_HUMAN[526-543] 
DTLRMVTEGKIYVEIERAR RLIDTLRMVTEG 32.98 1402.760223 1.91693488 PSD12_HUMAN[123-134] 
DVARTSLRTKVHAELADVL KVHAELADVLTEAVVDSILAIK 102.89 2333.320587 4.210737288 TCPZ_HUMAN[159-180] 
DVDGKFIRLKNTSEQDQPM KNTSEQDQPMGGWEMIR 92.91 2005.898575 2.536020546 LMNB1_HUMAN[457-473] 
DYARQLIEEKIGGPVNPLG KLFTIRGTPQQIDYARQLIEE 59.28 2518.35434 1.545453687 FUBP1_HUMAN[425-445] 
DYGDLCEDLKDAQAEEEIK KDAQAEEEIKQEMNTLQQ 97.8 2132.005508 3.416501492 SMC1A_HUMAN[991-1008] 
DYGQDEEAVKKLTVNPGTK KKFYPLEIDYGQDEEAV 43.12 2042.983658 5.356871044 PARP1_HUMAN[636-652] 
EAAPQEPEQKRSRQDPGTD KALLQTHPEAQRAIEAAPQEPEQ 41.86 2554.313904 -0.564926651 FWCH2_HUMAN[78-100] 
EAFRASLSKLGDVYVNDAF LGDVYVNDAFGTAHRAH 78.39 1841.880905 0.953916182 PGK1_HUMAN[157-173] 
EAIELPMDPKLNKRRGFVF KIREYFGEFGEIEAIELPMDP 41.39 2482.208969 4.864618632 ROAA_HUMAN[169-189] 
EALNDGELQKAIDLFTDAI KAIDLFTDAIKLNPRLAILYA 85.21 2358.367447 4.692652968 F10A1_HUMAN[132-152] 
ECSARDILVKGVDESGASR KGVDESGASRFTVLFPSGTPLPAR 54.75 2488.307434 1.357147414 HSP7E_HUMAN[402-425] 
EDFDSLEALRLEGNTVGVE RLEGNTVGVEAARVIA 52.31 1653.916199 0.757595821 RAGP1_HUMAN[55-70] 
EEFLSSFEEKIENLTEEAF KKIEEFLSSFEE 51.28 1484.739838 2.056926016 NRDC_HUMAN[992-1003] 
EEIKDFLLTARRKDAKSVK KIEEIKDFLLT 54.34 1347.764938 1.399353809 RL38_HUMAN[4-14] 
EEYLHLNDMKEAVQCVQEL KAIIEEYLHLNDM 49.86 1587.796631 2.596680154 IF4G1_HUMAN[1248-1260] 
EFHYENTRAQFFVEDASTA KCSVPFTPIEFHYENTRA 41.87 2195.046967 -0.36673475 NXF1_HUMAN[142-159] 
EGDTSGDFLKALLALCGGE KSLHQAIEGDTSGDFL 56.47 1716.831879 2.418990497 ANXA6_HUMAN[647-662] 
EGRYATALYSAASKQNKLE KLVRPPVQVYGIEGRYATALY 31.61 2392.326675 -1.81078949 ATPO_HUMAN[26-46] 
EHLLPLFLAQLKDECPEVR KDNTIEHLLPLFLA 34.05 1622.903168 4.063088994 2AAA_HUMAN[358-371] 
EHTIQWARDKFESSFSHKP KSFPAAIEHTIQWARD 73.94 1868.953308 2.368170452 UBA6_HUMAN[628-643] 
EIIHEELQLKDEEMIGPII TRAFEDDDITHVEGSVDPIRDIEIIHEELQL 35.46 3603.769272 5.463446329 OLA1_HUMAN[124-154] 
EIITDRQSGKKRGFGFVTF KIDTIEIITDRQSG 94.74 1587.846786 2.839064852 ROA2_HUMAN[137-150] 
EIMTDRGSGKKRGFAFVTF KIEVIEIMTDRGSG 103.15 1546.802475 1.731959991 RA1L3_HUMAN[130-143] 
EIQWVKPEPKVDLKARKKR KTLLPHDPTADVFVTPAEEKPIEIQWVKPEP 85.75 3523.86026 3.496733437 BXDC2_HUMAN[295-325] 
EKEEQAAAEKAVTKEEFQG YRDPEEIEKEEQAAAE 70.18 1905.859146 2.605649012 RSSA_HUMAN[204-219] 
EKNLETPLCKNGFLLDGFP KNGFLLDGFPRTVRQAEMLDDLME 46.14 2794.378204 4.780312121 KAD2_HUMAN[93-116] 
EKSNLNRQFLFRPWDVTKL LFRPWDVTKL 41.89 1273.718292 3.211071102 UBA1_HUMAN[518-527] 
ELKEHPAHERVLQDLVMDI RVLQDLVMDILR 57.7 1469.838806 3.181301229 COPB_HUMAN[316-327] 
ELLCQEHGQENDDLVQRLM ENDDLVQRLMDILY 32.48 1751.839981 2.792492495 MARE2_HUMAN[285-298] 
ELTEDRRAFAARMAEIGEH AARMAEIGEHVAPSEAANSLEQAQAAAERLGYPVLVRA 64.5 3946.011841 5.709815608 PYR1_HUMAN[519-556] 
EMDGTENKSKFGANAILGV KLMIEMDGTENKS 35.24 1494.70578 1.633766346 ENOA_HUMAN[92-104] 
EMSELEIKHARNNVSLLQS KNLIEMSELEIKH 49.88 1582.838821 1.542165865 SNX5_HUMAN[374-386] 
ENKIESIGLKRTPMGLLLE KRTPMGLLLEALGQEQEAGS 61.71 2127.099365 5.66828245 PRAF2_HUMAN[159-178] 
ENVKAKIQDKEGIPPDQQR KEGIPPDQQRLIFAG 43.36 1667.89949 1.40416135 UBIQ_HUMAN[33-47] 
EPEEEKTLKKDEENDSKAP KDEENDSKAPPHELTEEE 41.21 2095.918137 -2.168500725 DC1I2_HUMAN[195-212] 
EPSLATYHHIIRLFDQPGD KAIGIEPSLATYHH 41.42 1535.809601 -0.76116206 PTCD3_HUMAN[361-374] 
EREDIEFICKTIGTKPVAH KDIEREDIEFIC 53.56 1565.739532 2.145950799 TCPD_HUMAN[326-337] 
ERPTYTNLNRLIGQIVSSI RNLDIERPTYTNLN 35.99 1717.87471 1.719566615 TBA1A_HUMAN[215-228] 
ESPTEKIPAKELPPISPEH KELPPISPEHSSEEVHQ 60.04 1941.943192 -0.689515536 DI3L2_HUMAN[511-527] 
ESSEESDQGKYECVATNSA KQLRSGALQIESSEESDQG 60.25 2060.997406 0.881611978 PTPRF_HUMAN[175-193] 
ESSLKQLAERRTDIFGVEE RRTDIFGVEETAIG 43.06 1562.805267 1.641279342 SF3A1_HUMAN[472-485] 
ETELRDICNDVLSLLEKFL KIETELRDICN 33.14 1389.692184 1.437728457 1433Z_HUMAN[85-95] 
ETPGQNIPTKVTSAVVGPS KVTSAVVGPSHEVQEQSSGPFK 83.58 2297.165192 -0.561126385 QSER1_HUMAN[957-978] 
EVMEDRQSGKKRGFAFVTF KIETIEVMEDRQSG 78.16 1633.798111 -0.922390588 ROA3_HUMAN[151-164] 
FASPESVTGKVGVGTCGIA KRSIFASPESVTG 31.33 1377.72522 -0.107423453 SPF30_HUMAN[195-207] 
FDDNFIEERKQGLEQFINK RQLPFRGDDGIFDDNFIEER 57.25 2438.161484 2.718441762 SNX3_HUMAN[99-118] 
FDRLCKQLEKIGQQVDREP KIGQQVDREPGDVATPPR 49.75 1962.02829 -1.28285612 ORC6_HUMAN[181-198] 
FEDDRCLAFHDISPQAPTH HDISPQAPTHFLVIPK 64.7 1798.973007 1.960563047 HINT1_HUMAN[42-57] 
FGGLDMLAEKLPNLTHLNL KLPNLTHLNLSGN 57.79 1419.783386 1.914376536 AN32B_HUMAN[86-98] 
FGLYGQTTGKGNVTLKELN KLREIFGLYGQTTG 42.38 1581.851486 1.653758285 SAR1A_HUMAN[146-159] 
FGQLRDFYFSVKLSENMKA KVDEIFGQLRDFYF 61.94 1775.888275 4.19339443 NOLA1_HUMAN[112-125] 
FGRIQDKHKKLPEELGRDQ KLPEELGRDQNTVETLQR 34.62 2125.112717 -0.70396266 SPTB2_HUMAN[1827-1844] 
FGVEETAIGKKIGEEEIQK RRTDIFGVEETAIG 43.06 1562.805267 1.641279342 SF3A1_HUMAN[472-485] 
FHPEQLITGKEDAANNYAW RQIFHPEQLITG 60.12 1437.772842 2.261831567 TBA4B_HUMAN[23-34] 
FKAFAMIIDKLEEDISSSM KLEEDISSSMTNSTAASRPPVTLR 67.5 2589.306793 1.432815922 PCBP2_HUMAN[78-101] 
FLCAAHKTPKECPAIDYTR KECPAIDYTRHTLDGAACLLNSN 47.81 2618.221695 1.428068527 MOBL3_HUMAN[117-139] 
FLPILRTGFRQVVQGLLSE RQVVQGLLSETYLEAHR 71.26 1998.064651 1.256215608 MCM7_HUMAN[286-302] 
FNIEMKSKMKAHTMTDDVT KAHTMTDDVTFW 45.24 1450.655121 3.454301389 CLH1_HUMAN[100-111] 
FQERDPSKIKWGDAGAEYV KLVINGNPITIFQERDPSKI 70.86 2281.279388 0.751332787 G3P_HUMAN[66-85] 
FQGNVHNFEKNLLRCSWSP KNLLRCSWSPDGS 35.8 1518.724899 1.476896837 WDR57_HUMAN[286-298] 
FQINMIKYIKDKYPNLQVI KDKYPNLQVIGGNVVTAAQA 94.4 2085.121841 2.850193156 IMDH2_HUMAN[291-310] 
FSDLNATYRTIQGHLQSEN KLCQIFSDLNATYR 71.5 1727.86647 -1.294081481 SR140_HUMAN[622-635] 
FTDLSSRFSKSQLDIIIHS KSQLDIIIHSLK 52.84 1393.829269 -1.368173307 KU86_HUMAN[144-155] 
FVGCEFLHHLLREWGEELQ KLPSETIFVGCEFLHH 54 1912.950562 2.405185001 GEMI4_HUMAN[307-322] 
FVRNLPFDFTWKMLKDKFN KACQIFVRNLPFDF 53.6 1753.8974 3.359375526 HNRPM_HUMAN[651-664] 
GAEGEARSYRMFHDDSMKS KMLSGIGAEGEARSY 95.8 1567.766403 5.479770445 CAF1B_HUMAN[211-225] 
GAIAIGDLVKSTLGPKGMD KAGADEERAETARLTSFIGAIAIGDLV 41.85 2773.460983 4.680073049 TCPB_HUMAN[13-39] 
GALELSANHNILQIVDVCH KDYIHINIGALELSANH 50.98 1906.990067 0.610910366 DDX5_HUMAN[295-311] 
GALNGIFVLGRSMGFIGHY GRSMGFIGHYLDQ 47.38 1479.692886 2.364004067 ACLY_HUMAN[1064-1076] 
GASVDSHFCHLAWVNTPKK KLNCQVIGASVDSHFC 55.99 1833.850204 0.124328584 PRDX1_HUMAN[68-83] 
GCIIGRQGAKINEIRQMSG KINEIRQMSGAQI 71.68 1486.792557 -0.319479673 PCBP2_HUMAN[309-321] 
GDAVVISCAKDGVKFSASG ICRDLSHIGDAVVISCA 80.4 1884.91861 0.940093641 PCNA_HUMAN[147-163] 
GEDEDLIKWKALFEEVPEL KRAEISNAIDQYVTGTIGEDEDLIKW 84.98 2963.487595 4.645202505 PUR9_HUMAN[483-508] 
GELHPDDRPKLNKPPETLI KTFIIGELHPDDRP 74.47 1636.8573 1.167481124 CYB5_HUMAN[77-90] 
GFNVETVEYKNICFTVWDV KNICFTVWDVGGQDRIRPLW 74.97 2459.253235 2.540608633 ARF4_HUMAN[59-78] 
GGLSWDTSKKDLTEYLSRF KNQQDDGKMFIGGLSWDTSK 91.84 2254.068832 4.597020221 HNRDL_HUMAN[142-161] 
GGLSWDTTKKDLKDYFSKF KMFIGGLSWDTTK 51.38 1482.754089 -0.254931012 HNRPD_HUMAN[98-110] 
GHTRYATTGKCELENCQPF KLYVSNLGIGHTRYATTG 73.54 1950.032303 -0.990240006 PUR1_HUMAN[81-98] 
GIEIIKRTLKIPAMTIAKN KIGIEIIKRTL 48.86 1282.833618 -0.213589663 CH60_HUMAN[462-472] 
GKDIEKACQSIYPLHDVFV KLIPDSIGKDIEKACQ 63.81 1813.960754 -0.249178489 RS3A_HUMAN[187-202] 
GLFGGAGVGKTVLIMELIN KGGKIGLFGGAGVG 51.84 1216.692825 -0.890117849 ATPB_HUMAN[198-211] 
GNFTDAERRKCEEEIAKLY KPATAIGVIGNFTDAERR 58.54 1915.027542 1.629219388 KINH_HUMAN[402-419] 
GNIISDAMKKVGRKGVITV KPVTTPEEIAQVATISANGDKEIGNIISDAMK 62.43 3339.723145 5.562736548 CH60_HUMAN[160-191] 
GNLNTLVVKKSDVEAIFSK RVFIGNLNTLVVK 51.76 1471.887482 1.951236107 HNRCL_HUMAN[17-29] 
GNYRTQLYDKQREEYQPAT KKCFIEEIPDETMVIGNYRTQLYD 52.9 2961.425201 3.498315607 TMED9_HUMAN[26-49] 
GPEGTDNCHKFVDILGLRT KVLDHAMIGPEGTDNCH 83.88 1892.850922 2.325592549 CTBL1_HUMAN[355-371] 
GPRTLVWSEKEQVEKSAYE SRQIGPRTLVWSE 40.06 1527.815765 2.478702005 LKHA4_HUMAN[212-224] 
GQDSSEIHFKVKMTTHLKK KVIGQDSSEIHF 40.84 1358.683029 1.291692001 SUMO1_HUMAN[25-36] 
GRDTRPSSEKLSQSVIDGV KLSQSVIDGVTVLGGQFHDYGLLTTPQLHY 77.52 3285.703415 5.973454546 AGM1_HUMAN[135-164] 
GRGAYGSVNKMVHKPSGQI KDLGEIGRGAYGSVN 35 1534.773956 -1.545504464 MP2K4_HUMAN[103-117] 
GRGGEQISRIQQESGCKIQ KVPDGMVGFIIGRGGEQISR 58.28 2115.1259 1.835824525 FUBP1_HUMAN[106-125] 
GRLVEDMENKIRSTLNEIY KDETVSDCSPHIANIGRLVEDMEN 63.43 2728.243225 1.619357086 CAPZB_HUMAN[199-222] 
GRSFEEAFQKALRMVDENC KSVGEVMGIGRSFEEAFQ 51.61 1969.956757 4.526495299 PYR1_HUMAN[760-777] 
GVPSATEIIKASSKDAIRL KRIGVPSATEII 35.86 1282.760864 2.07209315 DDX21_HUMAN[561-572] 
GVTLAGHQKKILSSIQDMR KILSSIQDMRLQMNQTL 31.65 2018.065231 -0.465792674 EPHB3_HUMAN[978-994] 
GYIFKEKFAKAVGQGCVEI KAVGQGCVEIGSQRY 92.13 1650.814789 1.776698403 RB_HUMAN[432-446] 
GYPITLFVEKKRNKQVSDA KHSQFIGYPITLFVE 51.46 1777.940308 3.140712866 HS905_HUMAN[39-53] 
GYPITLYLEKEQDKEISDD KHSQFIGYPITLYLE 62.62 1807.950851 3.065901928 H90B3_HUMAN[183-197] 
HDNFGIVEGLMTTVHAITA KVIHDNFGIVEG 37.24 1326.693207 1.56554657 G3P_HUMAN[162-173] 
HFPLATYAPVISAEKAYHE RIHFPLATYAP 50.74 1284.697876 1.405777992 TBA1A_HUMAN[264-274] 
HKFIRDKYSKRFPELESLV KRFPELESLVPNALDY 35.99 1889.988678 4.420661403 PRP31_HUMAN[120-135] 
HLPSPVTAQKYRCELLYEG KYRCELLYEGPPDDEAAMGI 72.29 2342.055847 2.82401464 EF2_HUMAN[366-385] 
HNQNNEQAWKEILKWEALH IIRIHNQNNEQAW 63.02 1634.827698 0.994600227 CCHL_HUMAN[150-162] 
HTGQFVYCGKKAQLNIGNV KKAQLNIGNVLPVGTMPEGTIVCCLEEKPGDRG 102.15 3579.821136 3.697391433 RL8_HUMAN[92-124] 
HTPVNMQVLKSHGLFGLNE KSHGLFGLNENQL 41.63 1455.747009 0.524129533 ZCCHL_HUMAN[141-153] 
HTRDSPKCYKLTDKTVIGC KLTDKTVIGCSGFHGDCLTLT 48.61 2322.134842 1.162723177 PSB1_HUMAN[73-93] 
HVWNGESGIKVAVLDGKHT KIHVWNGESGI 37.36 1238.640762 0.952657168 WDR82_HUMAN[262-272] 
HVYGYSMAYGPAQHAISTE KIHVYGYSMAY 34.87 1346.632889 -0.256194545 PHP14_HUMAN[87-97] 
HWPTGFKPGKEFFPLDESG KLDYLDLYLIHWPTGFKPG 43.84 2275.204117 3.355303352 ALDR_HUMAN[101-119] 

IAEPRQSAFSNYVNVEFGV KRESNTPAPSTQGLPDSWGIIAEPRQSAF 62.1 3139.568649 3.374030379 IRS4_HUMAN[928-956] 
IAGNDQQKKKYLGRMTEEP KYLGRMTEEPLMC 30 1626.756775 0.847698944 ACADM_HUMAN[144-156] 
IASEGVEKFKNENFEIIIV KARIPFYGSYTEMDPVIIASEGVEKF 79.69 2946.483704 8.269857378 SRP54_HUMAN[154-179] 
ICMEDLIHEIYTVGKRFKE KYGIICMEDLIHE 38.56 1619.768723 1.988555498 RL7_HUMAN[181-193] 
ICTIGPASRSVETLKEMIK RLDIDSPPITARNTGIICTIGPASR 59.3 2693.428268 0.283282094 KPYM_HUMAN[32-56] 
IDCLGSRSNKQRQQILLSF KGFGTDEQAIIDCLGSRSN 60.7 2066.969116 2.939569804 ANX11_HUMAN[214-232] 
IDDIVFDFQLRNSNMSIIC RLKTISYQLSVDIPEKQIIDDIVFDFQ 30 3222.717621 -2.407285066 CC044_HUMAN[374-400] 
IDDRNRELAILLGMLDPAE KLPFPIIDDRNRELA 40.04 1795.994431 1.075170372 PRDX6_HUMAN[97-111] 
IDLVLDRIRKLADQCTGLQ KEIIDLVLDRIR 61.47 1481.892929 2.959053191 TBA1A_HUMAN[112-123] 
IDPTKVVRTALLDAAGVAS KGIIDPTKVVRT 58.25 1325.803085 -0.839491183 CH60_HUMAN[516-527] 
IDSVRGELQKRQWIVFDGD KIIDSVRGELQ 35.86 1256.708832 3.988195095 DYHC1_HUMAN[2286-2296] 
IDYYFEVVQKLKFGVYDID KLKFGVYDIDN 45.18 1310.687042 1.077297596 CPNE3_HUMAN[74-84] 
IEDQQESLNKWKSKGRRFK KKIIEDQQESLN 49.61 1443.756882 0.202250118 LA_HUMAN[316-327] 
IEDSCVLRGVMINKDVTHP KIPGGIIEDSCVLRG 36.96 1612.860672 1.830288289 TCPG_HUMAN[203-217] 
IETVYRGARKGRGLVVSPK KQEMVDIIETVYRGAR 47.36 1906.993454 1.739911583 TXN4A_HUMAN[109-124] 
IFGTVIQEVKTSNVAREAA KTSNVAREAALGAGFSD 55.56 1692.843094 0.300086879 ECHB_HUMAN[111-127] 
IFRIAARNEKGYGPATQVR KGYGPATQVRWLQETS 43.17 1819.921692 0.824211287 HCFC1_HUMAN[1989-2004] 
IGDTSGHFQKMLVVLLQGT KDAYERDLEADIIGDTSGHFQ 76.46 2379.09787 1.328654882 ANXA6_HUMAN[135-155] 
IGNGDLLLQKPNRPQSSPE KPNRPQSSPEDGQVATVSSSPETK 89.85 2525.235764 -0.686272555 APBB2_HUMAN[210-233] 
IGRTLVVHEKADDLGKGGN KDGVADVSIEDSVISLSGDHCIIGRTLVVHE 77.24 3319.671844 3.595536113 SODC_HUMAN[92-122] 
IIDKEYYYTKEEQFKQVFK KIIIDKEYYYT 35.11 1447.759842 0.774990414 CSN6_HUMAN[97-107] 
IIPQNQVNRKSDIYVCMIS ICILSHPIKNTNDANSCQIIIPQNQVNR 77.83 3259.655365 4.398010954 GDIA_HUMAN[301-328] 
IIVDTSGRHKQEDSLFEEM KNENFEIIIVDTSGRH 57.27 1870.953705 0.003741407 SRP54_HUMAN[180-195] 
IMDTQYYNGKIHAYVDYPI KIHAYVDYPIYDVLQ 49.54 1835.94577 1.799617426 U520_HUMAN[1672-1686] 
INEEEVQFLKTLSRGRRIL KDPDMVKDIINEEEVQFL 53.5 2161.061264 3.216012482 SYAC_HUMAN[366-383] 
INENGNPSYKYFYVSAEQV KVHPEIINENGNPSY 56.41 1709.837265 1.770343916 TXD12_HUMAN[123-137] 
IPLISQCTPKVDFPQDQLT KVDFPQDQLTALTGRIQEAGTEVVKA 75.05 2813.492325 6.009612982 MDHM_HUMAN[215-240] 
IPNHEKRAGKLDPHLVLDQ KLDPHLVLDQLRC 36.35 1605.866089 3.178969925 MYH10_HUMAN[689-701] 
IPNVVKYSPNCKLLIVSNP KFIIPNVVKYSP 35.96 1403.817657 1.700363283 LDHA_HUMAN[118-129] 
IPRNNRLMYIHSYQSYVWN KNIVSAFGIIPRNNRLMY 37.05 2105.156754 1.566154156 PUS7_HUMAN[458-475] 
IQQDIQSQRKVKPQPPLSD KVKPQPPLSDAYLSGMPA 56.09 1897.997147 1.614860172 BAT3_HUMAN[1031-1048] 
IRSVFLGKIKDAFDRNPEL KDAFDRNPELQNLLLDDFF 60.71 2309.132797 5.442302849 6PGD_HUMAN[377-395] 
IRTCLGPKSMMKMLLDPMG KTIADIIRTCLGPKS 78.54 1671.934158 1.838589149 TCPG_HUMAN[31-45] 
ISDTSGDFRKLMVALAKGR KTDLEKDIISDTSGDFR 79.11 1938.953445 3.345619265 ANXA2_HUMAN[152-168] 
ISSRDIDFLKEEEHDCFLE KEEEHDCFLEEIMT 54.24 1808.759674 3.14027346 IMDH2_HUMAN[167-180] 
ITNWDDMEKIWHHSFYNEL KYPIEHGIITNWDDMEK 36.87 2087.998596 -1.366380229 ACTA_HUMAN[70-86] 
ITPIHEQWEKANVSSPHRE RIVSGIITPIHEQWE 38.34 1776.952255 1.984859182 PSMF1_HUMAN[133-147] 
IVGTPGRVFDMLNRRYLSP KLQMEAPHIIVGTPGRVF 53.51 1992.097885 3.181068585 IF4A1_HUMAN[146-163] 
IYDIRARPRKISSPTGSKD PWFQYPIIYDIRARPR 33.95 2090.121368 1.594165799 PHB2_HUMAN[73-88] 
IYSCLKEERKILENAQRFN KILENAQRFNQAQSGNIQS 66.76 2145.092636 2.123451418 STAT1_HUMAN[114-132] 
KADEVLAEVTVSAQASAKI TVSAQASAKIKNEVQEVK 32.26 1929.05307 4.453998769 DYH8_HUMAN[3110-3127] 
KAIPQLQGYLRSVFALTNG KIKAIPQLQGY 48.14 1257.744476 0.292587252 RL6_HUMAN[260-270] 
KALGAKHCVKEVVEAHVDQ KEVVEAHVDQ 52.43 1152.577499 0.609937293 ES1_HUMAN[223-232] 
KDHLIKQGMKAEHASSLLE KAEHASSLLELASTT 34.4 1556.804565 1.785066708 UBR4_HUMAN[1064-1078] 
KDIAWTEDSKRIAVVGEGR KIKDIAWTEDS 45.81 1304.661209 -0.923611426 WDR1_HUMAN[104-114] 
KDLLPRLTPILKNRHEKVQ KMTPPIKDLLPRLTP 48.3 1719.011673 0.15183143 SF3B1_HUMAN[1008-1022] 
KECADEPVGKGYMVSCLVD KSTITEIKECADEPVG 48.31 1775.861115 2.509768338 GSLG1_HUMAN[181-196] 
KEDTEEHHLRDYFEQYGKI FVGGIKEDTEEHHL 56.82 1609.773636 -1.051079457 RA1L3_HUMAN[108-121] 
KEVDEDFDSKLSFREFLLI KNMIKEVDEDFDS 42.82 1568.70282 0.958753934 EFHD2_HUMAN[134-146] 
KEWLNSCDLKYTEGVQSLN KKVTMINAIPVASLDPIKEWLNSCDL 87.63 2954.560898 -1.498361399 SP16H_HUMAN[866-891] 
KFIGELFKLKMLTEAIMHD KMLTEAIMHDCVVKLL 64.3 1899.998413 2.042633285 IF4G1_HUMAN[910-925] 
KGKTPEEIRKTFNIKNDFT KTFNIKNDFTEEEEAQVR 41.38 2197.065094 1.997209829 SKP1_HUMAN[137-154] 
KGTQVYSPEKGRWTELGAL KGRWTELGALDILQ 44.52 1598.878021 3.285428864 U520_HUMAN[838-851] 
KGVTLGFRYKMRSVYAHFP MIKGVTLGFRY 62.87 1283.706009 1.920221595 RL9_HUMAN[80-90] 
KKACGDPKAKPSYLIDKNL KPSYLIDKNLESAV 31.06 1575.850784 0.939175216 NCKP1_HUMAN[44-57] 
KKENSYVNLKRTIPTLNEG KRTIPTLNEGTV 51.79 1327.745956 0.358502316 HERC5_HUMAN[385-396] 
KKINETFVDKDFVPYQDIR KDFVPYQDIRINH 31.28 1643.84198 0.639355858 PPIL4_HUMAN[146-158] 
KKIYEEKKKKTTTIAVEVK KTTTIAVEVK 53.02 1088.644119 -0.768846297 VIGLN_HUMAN[294-303] 
KKTGCNVLLIQKSILRDAL IQKSILRDALSDLALHFLN 55.4 2166.216049 1.765290217 TCPD_HUMAN[300-318] 
KKYQKGFSDKLDFLEGDQK KLDFLEGDQKPLAQR 83.85 1756.947159 0.667635332 EBP2_HUMAN[209-223] 
KLHPESKDDKHGSYEDAVH IDDLIKLHPESKDD 49.92 1636.830795 1.812649181 TCPA_HUMAN[527-540] 
KLWNTLGVCKYTVQDESHS KTIKLWNTLGVC 61.89 1431.790802 1.663650861 GBLP_HUMAN[127-138] 
KMLKRESKKTESSKIPTLL IKMLKRESKK 30.39 1275.769623 -8.380823471 CDKL3_HUMAN[544-553] 
KNGKGLHSKKEVPIHRVAD KEVPIHRVADISGDTQ 51.33 1763.916611 -0.837341171 SND1_HUMAN[497-512] 
KNKMQQKSQKKAELLDNEK KKAELLDNEKPAAVVAPITTGYTV 91.49 2527.389725 0.877980937 CYBP_HUMAN[50-73] 
KNLWNRKPLKVYGGRMAES KVYGGRMAESMLA 31.43 1411.69516 1.474822652 HUWE1_HUMAN[1263-1275] 
KQAYTQFGGKRPFGVSLLY KRPFGVSLLY 32.41 1178.681168 -0.240947262 PSA4_HUMAN[127-136] 
KQEMNTLQQKLNEQQSVLQ KDAQAEEEIKQEMNTLQQ 97.8 2132.005508 3.416501492 SMC1A_HUMAN[991-1008] 
KQLQERAGVKMILIQDGSQ KMILIQDGSQNTNVDKPLR 83.66 2169.157562 -2.585335477 FUBP2_HUMAN[266-284] 
KQLQERAGVKMVMIQDGPQ KMVMIQDGPQNTGADKPLRITGDPY 40.05 2744.362564 2.966080396 FUBP1_HUMAN[218-242] 
KQLQERTGVKMVMIQDGPL KMVMIQDGPLPTGADKPLRITGDAF 61.41 2670.387329 1.271351149 FUBP3_HUMAN[195-219] 
KQMFAQMYQKTLGTMIAGD KTLGTMIAGDTSGDYRRLLL 66.46 2180.162323 2.572744213 ANXA7_HUMAN[464-483] 
KRGTKLMCSLCHCPGATIG LCHCPGATIGCDVKTCH 41.61 1984.837631 0.901333173 PHF6_HUMAN[84-100] 
KRLTLQQKAKVKLDFVAPA KVKLDFVAPATGAHNYTLYF 67.33 2254.178635 3.325823377 U520_HUMAN[2089-2108] 
KRPPGDIMFLLVQRFGELM LLVQRFGELMR 36.29 1360.764908 1.944494589 SNUT2_HUMAN[272-282] 
KSAYEEQRIKDMDLWEQQE KDMDLWEQQEEERITTMQLERE 77.99 2836.300705 3.112504956 EIF3A_HUMAN[720-741] 
KSFVKVYNYNHLMPTRYSV NHLMPTRYSVDIPLD 49.64 1769.877045 1.931772611 RL27_HUMAN[78-92] 
KSGILPILVKCLERDDNPS KLLSSDRNPPIDDLIKSGILPILV 77.9 2615.526154 3.543837627 IMA3_HUMAN[97-120] 
KSLEEIYLFSLPIKESEII KIKSLEEIYLF 40.92 1381.78566 3.323236109 RS2_HUMAN[74-84] 
KSLNWEEMEKSRCIPEIDD KSRCIPEIDDSEFCIRIPGGGIT 53.59 2619.278503 0.614673086 PSMG2_HUMAN[165-187] 
KTLFPLIEAKKKDQVTAQE KIKTLFPLIEA 41.08 1271.785278 2.086830258 KU86_HUMAN[532-542] 
KVTVAGLAGKDPVQCSRDV KDPVQCSRDVVICPDASLEDAK 55.53 2501.189026 0.642494423 PARK7_HUMAN[41-62] 
KWIDFVRGAKEGIILFKEK SNHGEIKWIDFVRGA 52.76 1727.874344 -0.556753449 LA_HUMAN[254-268] 
LAASYELHKFYHDAKEIFG ILAASYELHK 38.53 1143.628769 6.779297802 SPTB2_HUMAN[1800-1809] 
LAEGLHFRIPWFQYPIIYD PWFQYPIIYDIRARPR 33.95 2090.121368 1.594165799 PHB2_HUMAN[73-88] 
LAGSFETAMRLLHDQVGVI RLLHDQVGVIQFGPY 56.39 1740.931152 2.297621015 COPA_HUMAN[941-955] 
LAKYGLDGKKDARQVTSNS KDARQVTSNSLSGTQEDGLDDPRLE 64.03 2730.305634 0.508734254 AMRP_HUMAN[128-152] 
LARAKNGTGKSGAYLIPLL KSGAYLIPLLERLDL 68.68 1699.987213 2.981787134 DDX6_HUMAN[146-160] 
LCNTYIDSYKGTVDCVQAR KGTVDCVQARAALD 36.59 1502.751129 -0.311428813 PDCD4_HUMAN[283-296] 
LCTGESGAGKTENTKKVIQ RSMMQDREDQSILCTGESGAG 58.08 2326.994019 1.557374007 MYH9_HUMAN[159-179] 
LDESHERVFSSSQGVEQVV KGFDQTINLILDESHERVF 40.79 2260.148788 1.851205559 LSM8_HUMAN[28-46] 
LDHTYKMHVKSEASLHPVL KSEASLHPVLMSEAPWNTRA 74.62 2223.110596 1.470012336 ACL6A_HUMAN[112-131] 
LDQTNVSAAAQRRKMCLFA KRNFILDQTNVSAA 36.32 1575.836884 -1.238706886 HNRPU_HUMAN[573-586] 
LDVPKPQKPKTKIPKVVNF KGMSADYEEILDVPKPQKP 34.48 2144.082321 1.665048009 ZCHC9_HUMAN[243-261] 
LDYYENPAIKEDVSTLIGD KEFTSHALDSHILDYYENPAI 67.85 2462.175369 4.965121556 THUM3_HUMAN[173-193] 
LEFSQNMNTKYYGLQILEN KYYGLQILENVIKTRW 72.38 2023.125443 5.436637673 XPO1_HUMAN[76-91] 
LEHLDNLRLNLTNTKQNFF KLAQLTLEQILEHLDNLRL 49.43 2259.295013 3.779497565 INT3_HUMAN[915-933] 
LEKEETEELKRFDDPGLML KRFDDPGLMLMGF 48.36 1525.742142 3.055562189 KU70_HUMAN[338-350] 
LENVIKTRWKILPRNQCEG KYYGLQILENVIKTRW 72.38 2023.125443 5.436637673 XPO1_HUMAN[76-91] 
LESSSDTLYKVLLDYIGHV KVLLDYIGHVKD 38.45 1398.787094 -1.217483352 CG062_HUMAN[109-120] 
LFAHNDLVDKVQPGDRVNV KVQPGDRVNVTGIYR 35.9 1700.932205 1.079996013 MCM4_HUMAN[381-395] 
LFCQLHPEQKLATPELLET KLATPELLETAQALERTLR 46.06 2152.221512 4.311823829 K0859_HUMAN[659-677] 
LFPRKPSAPKKGDSSAEEL KLILFPRKPSAP 48.82 1365.849609 0.157411181 RL13_HUMAN[123-134] 
LFYRKTIGYKVPRNPELPN KVPRNPELPNAAQAQ 56.73 1631.874313 -4.357565986 SMCA5_HUMAN[799-813] 
LGGANTPYEKGVFKLEVII KDQMDDLRAQILGGANTPYE 63.82 2234.063721 3.867839542 UBE2T_HUMAN[28-47] 
LGKEVKVNWATTPSSQKKD KILGKEVKVNW 30.77 1312.786682 9.361002948 TIAR_HUMAN[72-82] 
LKEGSVLDILKSPGFASPK LKSPGFASPKIDSVAA 32.25 1586.866791 -0.200394893 NU153_HUMAN[612-627] 
LKPADKNKGKYGQFSGLNP KYGQFSGLNPGGRPITPPRNSA 64.77 2313.1978 -0.353190722 PP1A_HUMAN[305-326] 
LKPVTLWTGKQIFSVILRP KQIFSVILRPSDDNPVRA 33.13 2054.127258 2.329456455 RPC1_HUMAN[598-615] 
LLGEGPTNQKGYTLAALGD KGYTLAALGDLAQTLGRAR 73.2 1974.101028 2.970972568 ZNHI2_HUMAN[303-321] 
LLGKVQQLPKYTSQIVGRF KYTSQIVGRFI 60.05 1310.734665 0.411219764 CSN3_HUMAN[243-253] 
LLGMLDPAEKDEKGMPVTA KLPFPIIDDRNRELAILLGMLDPAE 50.77 2848.552032 2.801423288 PRDX6_HUMAN[97-121] 
LLLGLDNAGKTTLLKQLAS KSAPDQEVRILLLGLDNAG 39.44 2008.095276 5.551529419 ARL3_HUMAN[11-29] 
LLLVIYTAVFTPYSAAFLL FTPYSAAFLLKETEEG 30.53 1801.877411 3.718343967 KCNH2_HUMAN[424-439] 
LLQGLAVLAKERPPNPIEF KERPPNPIEFLA 30.27 1409.766663 2.5330433 DPY30_HUMAN[74-85] 
LLYGPPGTGKTLIARAVAN KAIGVKPPRGILLYGPPGTG 58.94 1990.17276 3.22283579 TERA_HUMAN[231-250] 
LMMGSWLMQAGFILYRPVS AGFILYRPV 35.22 1034.591293 0.926936082 TEDM1_HUMAN[174-182] 
LNVPQELYEKGYVKDVDDG KRILNVPQELYE 30.02 1500.829987 3.048313293 ACACA_HUMAN[276-287] 
LPNLVCCSAKNLRDIDEVS KNLRDIDEVSSLLR 70.72 1656.915848 -1.102047519 TCPQ_HUMAN[152-165] 
LPTTPISEQKGGKPEPPAM KGGKPEPPAMPQPVPTA 41.62 1700.891968 6.370774984 RS3_HUMAN[227-243] 
LRDEKWGGNKTYTAYVDLE KTYTAYVDLEKDFAAEVVHPGDL 58.52 2580.27478 4.903741298 SYYC_HUMAN[287-309] 
LRDSHGVAQVRFVTGNKIL KGLTPSQIGVILRDSHGVAQ 45.56 2075.148743 3.662869963 RS13_HUMAN[43-62] 
LRHLGRTLGLYGKDQQEAA FQDGDLTLYQSNTILRHLGRTLG 37.77 2617.361252 3.17877404 GSTP1_HUMAN[56-78] 
LRPGMVVTFAPVNITTEVK KIGGIGTVPVGRVETGILRPGMVVTF 31.83 2652.514954 3.483109487 EF1A2_HUMAN[255-280] 
LSLVSHPVLSFLYRWIYDG SAVHAYTKTGDPYMRSLVQHILSLVSHPVL 32.23 3334.749619 -0.341554878 GCP3_HUMAN[398-427] 
LTASHCLHGKEIRSQLNEK KNVFEALSELIILTASHCLHG 63.59 2351.230728 4.284564624 CP51A_HUMAN[192-212] 
LTSGENLARKRNFTAKSPL KIPQSHIQQICETILTSGENLAR 57.07 2635.375153 1.7105724 LANC1_HUMAN[173-195] 
LVGGMTRMPKVQQTVQDLF KVQQTVQDLFGRAPS 54.99 1672.889679 -0.105804945 GRP75_HUMAN[394-408] 
LVLHLDRGKDYFLSVSGNY KIEDILVLHLDRGK 33 1647.967163 6.425492108 I5P2_HUMAN[756-769] 
LYHLGEEWQKLIVWKFPPS KQNILYHLGEEWQ 51.32 1656.825974 1.942267957 ZW10_HUMAN[170-182] 
MDKKANIRNMSVIAHVDHG MSVIAHVDHG 73.53 1064.507324 1.698438291 EF2_HUMAN[22-31] 
MEDIILTLPKNRQILLYSA KNRQILLYSATFPLSVQ 75.39 1977.104721 2.586104795 DDX6_HUMAN[269-285] 
MGFHQMFLLKNINDAWVCT KNINDAWVCTNDMFRL 98.97 1995.929489 4.916506347 NTF2_HUMAN[106-121] 
MGQDGTSLGKECVQQLAEN KECVQQLAENTRYF 57.94 1784.851547 2.042186649 SPTC2_HUMAN[436-449] 
MGVIRECGGKMHLREGEFE KSAIPHPLIMGVIRECGG 54.98 1934.022995 0.996368712 CSN2_HUMAN[225-242] 
MHDCVVKLLKNHDEESLEC KMLTEAIMHDCVVKLL 64.3 1899.998413 2.042633285 IF4G1_HUMAN[910-925] 
MHFPTWVDLKGEDSVPDTV KGEDSVPDTVHHVVVPVNP 54.52 2024.032745 2.745508942 DDX1_HUMAN[432-450] 
MIEECGGLDKIEALQNHEN KIEALQNHENESVY 47.6 1672.805618 1.396456334 IMA2_HUMAN[472-485] 
MKFINDQYEKYLQEEVNIN KYLQEEVNINR 84.86 1404.736084 1.977595672 SEPT9_HUMAN[389-399] 
MLGNKKKKKKNVKFPDEDE KNVKFPDEDEILE 58.84 1574.782776 2.810546361 IF2B_HUMAN[129-141] 
MQMLQNPDWKYRHAGLMAL KEHIMQMLQNPDW 37.71 1668.775208 2.580335553 IPO5_HUMAN[360-372] 
MSGSKAKVRKALQLEVDRL KALQLEVDRLEEL 39.76 1554.861679 2.265796403 PRC1_HUMAN[273-285] 
MSIPNLRYMKESQVLLTLT KIQLVAVNYIPEVRIMSIPNLRYM 76.04 2859.586639 5.631233473 DCTN4_HUMAN[297-320] 
NALVRSHNRKVIAVADDFC QVFGVWPEGSDGTDINALVRSHNR 38.69 2653.299728 -1.276146816 EMAL4_HUMAN[778-801] 
NDLKLEILCKALQRDNWSS KALQRDNWSSSDGKDDPIEVS 31.88 2346.108765 -0.874639757 NU133_HUMAN[1076-1096] 
NEAYKEDYHKSLEDALSSD KSLEDALSSDTSGHFR 117.48 1748.832932 2.538835997 ANXA6_HUMAN[483-498] 
NFGDCLVRSKGAVAIADAI KTLRQVEVINFGDCLVRS 45.76 2133.136459 0.643653149 RAGP1_HUMAN[261-278] 
NGQPASECAKEVKPASTRP RLVECRDINGQPASECA 51.32 1973.904724 -0.918484047 ATS1_HUMAN[877-893] 
NGRNNLIQQKNMAMLAQQM KTQLEINGRNNLIQQ 30.05 1767.959106 1.50342844 MBNL1_HUMAN[76-90] 
NHEGEVNRARYMPQNPHII RYMPQNPHIIAT 39.73 1439.734329 6.032362933 RBBP7_HUMAN[130-141] 
NHEKGYVQSKEMIDIYSTR KEMIDIYSTREPQLAFH 71.25 2077.030228 6.295527058 PSMD3_HUMAN[461-477] 
NIPPPSVNRTEIVFTGEKE RLVGEIMQETGTRINIPPPSVNR 44.07 2576.385666 1.624368609 VIGLN_HUMAN[243-265] 
NISGNFYRNKLKYLAFLRK KVVVVRCEGINISGNFYRN 48.19 2223.158249 2.677722111 RL13A_HUMAN[32-50] 
NKGKGFGFIKLESRALAEI KLESRALAEIA 36.86 1199.687332 0.216723135 SFPQ_HUMAN[338-348] 
NKPDGTFLLRFSDSEIGGI RFSDSEIGGITIAWKFDSPE 39.54 2254.090607 -8.272515729 STA5A_HUMAN[618-637] 
NLREVSTRFRLPPGEYVVV RLPPGEYVVVPSTFEPNKEGDFVLR 53.23 2844.481033 2.038333156 CAN1_HUMAN[488-512] 
NLTERGCVTKIYGRAFVAG KQLNPINLTERGCVT 55.42 1741.91449 1.585611702 RTC1_HUMAN[176-190] 
NLYTDRETGKLKGEATVSF KKTGQPMINLYTDRETG 55.59 1950.983292 2.353684944 FUS_HUMAN[315-331] 
NNIRELVGHKVNLQMVYDS KYGINNIRELVGH 42.1 1511.820831 2.216532496 SYFA_HUMAN[468-480] 
NNPELLGQYMIDAGTEFGP KAPSRINNPELLGQY 54.04 1698.905273 2.784734426 SHLB1_HUMAN[86-100] 
NPQTTEFCAQLGIIDINVR IHRINPQTTEFCA 48.75 1585.767105 -0.025854995 DBR1_HUMAN[360-372] 
NPVAASLIQKMLQTDPTAR KHINPVAASLIQ 31.31 1289.745544 0.50397538 PLK1_HUMAN[272-283] 
NQHLSGLARKFPDVKFIKA KQGIPLCALINQHLSGLAR 37.19 2088.162582 -0.489425492 PDCL3_HUMAN[121-139] 
NQTITEANEKTREAQQALG KTREAQQALGSAAADATEA 92.69 1887.928589 1.79826717 LAMC1_HUMAN[1404-1422] 
NRDSEEPFSSVEIQAALSK RLTESINRDSEEPFS 54.31 1778.843475 1.511656331 MCM3_HUMAN[767-781] 
NSKCAKYMLKANLIKEAEE KANLIKEAEEMCS 49.28 1521.71666 0.073601087 NARG1_HUMAN[454-466] 
NSLGGSVFPKLNWSAPRDA KLNWSAPRDAYWIAMNSSL 53.28 2222.094208 5.98804495 CD123_HUMAN[104-122] 
NSVAFHPDGKSYSSGGEDG KGHFGPINSVAFHPDG 37.14 1678.821609 1.895972736 EIF3I_HUMAN[282-297] 
NTELQDVQRIMVANIEEVL RNLGSINTELQDVQR 64.67 1741.907089 1.746935884 SC22B_HUMAN[133-147] 
NTSLYLCDNKFHTEALTAL KKVNIDFEPFKPINTSLYLCDN 34.41 2654.3414 2.664314395 ERF1_HUMAN[108-129] 
NVNAAPFQSMQTVFNMNAP KPLHSSGINVNAAPFQS 41.96 1765.911118 0.13364206 CAPR1_HUMAN[499-515] 
NVNDSVTKSKFDNLYGCRE KFDNLYGCRESLIDGI 47.99 1898.919632 2.670465835 SAHH_HUMAN[188-203] 
PAQHITLFLKYLYFLYLKC KDIPAQHITLFL 35.93 1394.792175 2.65057409 NOL11_HUMAN[606-617] 
PCFPYARQDKKDKSRAPIS KIASASRVTAVIPCFPYARQD 48.13 2349.226318 1.85380181 PRPS1_HUMAN[78-98] 
PDQLVILDMKHGVEAKNYE KGTGRIPDQLVILDM 30.19 1654.907623 2.543344379 TMEDA_HUMAN[112-126] 
PDSIGKDIEKACQSIYPLH KACQSIYPLHDVFVR 56.82 1831.940323 3.574898111 RS3A_HUMAN[199-213] 
PDYNDEIRQAQLQELTYLN KFLIPDYNDEIRQ 39.32 1649.841293 -0.00545507 KHDR3_HUMAN[153-165] 
PEGTILTMDMLTVKVGEPK KVKIPEGTILTMD 34.32 1443.80069 1.649812205 SIAS_HUMAN[298-310] 
PENLIDALLKTGVKGLTAV KTGVKGLTAVSNNAGVDNFGLGLLLRS 55.96 2700.492264 2.872809563 SCOT_HUMAN[79-105] 
PFDVKWQSLKDLVKEKVGE RAFITNIPFDVKWQSL 45.11 1934.041412 5.021609124 HNRPM_HUMAN[72-87] 
PGPHMVLVPKSTLHNWMSE KSTLHNWMSEF 32.66 1378.633957 1.011871203 SMCA5_HUMAN[238-248] 
PGRLYPVREKFCNLIGPRD KLSAFFGNCPIFDIPGRLYPVRE 37.69 2695.394455 5.786166092 DHX40_HUMAN[217-239] 
PITDTGRMGSRLVGIISSR SRLVGIISSRDIDFL 45.49 1689.94136 3.841553413 IMDH2_HUMAN[152-166] 
PLLADVTRRLSEDYGVLKT KEGGLGPLNIPLLADVTRR 78.37 2018.163635 2.579572791 PRDX2_HUMAN[92-110] 
PLLERLDLKKDNIQAMVIV KSGAYLIPLLERLDLK 54.97 1828.082169 1.643799196 DDX6_HUMAN[146-161] 
PLNDLFRCNSLSTLEKNDV IRIPLNDLFRCN 42.93 1529.813644 2.574169746 LAMP2_HUMAN[143-154] 
PMDGQHFCFTRHEPVGVCG TRHEPVGVCGQIIPWNFPLVMQGW 54.59 2820.399261 4.432351183 AL1B1_HUMAN[171-194] 
PPEQSLETAKAVKERYSYV LLRDREVGIPPEQSLETA 34.2 2022.074539 1.060297214 ARP3_HUMAN[207-224] 
PPGISPHVCKLMKICMNED KVALEGLRPTIPPGISPHVC 47.66 2140.182678 1.2629763 ILK_HUMAN[403-422] 
PQAVLPPLPKRPALEKTNG KRPLEATFDLGIPQAVLPPLP 40.2 2271.299072 3.663101924 MBNL1_HUMAN[278-298] 
PQCSQKKAQKITELRPFNS KITELRPFNSWEALFT 47.3 1951.020325 3.581203082 SMRCD_HUMAN[414-429] 
PQLQGYLRSVFALTNGIYP KAIPQLQGYLRS 36.54 1372.782654 -0.065560269 RL6_HUMAN[262-273] 
PQWCVEYMRSLPGPKRGVA KTTQIPQWCVEYMR 54.7 1838.880753 2.033302047 DHX15_HUMAN[166-179] 
PRILGPGLNKAGKFPSLLT KQIPRILGPGLN 39.16 1304.792831 1.673062534 RL10A_HUMAN[118-129] 
PRTLQTAPEKELIHLLPIK KELIHLLPIKD 49.38 1317.801987 1.659581653 NOC3L_HUMAN[147-157] 
PSPGLMVFPKPVTALEYTF KPVTALEYTFSRSDPTSYAGYIEDLK 95.8 2950.459991 6.348162679 AT1B3_HUMAN[86-111] 
PSPKVGAKPKIEHTYTGGV KIEHTYTGGVDSDLGEAMSDCDPDGPLMCHTT 67.71 3508.452759 2.440391987 U5S1_HUMAN[448-479] 
PSPTSDRKAKTALPAQSAA KTALPAQSAATLPARTQETPSAQMEGFLNR 78.85 3184.629852 4.462371032 SPTB2_HUMAN[2177-2206] 
PSRLDIRVGKIITVEKHPD KIITVEKHPDADSLYVE 41.26 1956.020386 1.419208112 SYYC_HUMAN[374-390] 
PTPQDLPQRKSSLVTSKLA KNLVTGDHIPTPQDLPQR 84.6 2028.075241 2.673963909 ENSA_HUMAN[89-106] 
PVGPETLGRIMNVIGEPID KVLDSGAPIKIPVGPETLGR 89.15 2046.183716 4.641811938 ATPB_HUMAN[124-143] 
PVQTQHPIRKGLHHKILLA KMIPCDFLIPVQTQHPIR 74.99 2192.159836 1.302824709 G6PI_HUMAN[400-417] 
PVRHLYTKDIDIHEVRIGW IDIHEVRIGW 37.96 1236.661499 2.235049771 HNRPU_HUMAN[353-362] 
PYLDNLVKHLHSIMVLKLQ KSLLIPYLDNLVKH 63.59 1651.966095 1.469158482 IPO5_HUMAN[475-488] 
QAMHPTLAGKITGMLLEID KITGMLLEIDNSELLHMLESPESLRS 73.52 2954.509232 5.022492345 PABP1_HUMAN[580-605] 
QAPKPVEAIKRPSPDEPMT KFQEHIIQAPKPVEAI 61.94 1847.030487 1.149953948 CHRD1_HUMAN[91-106] 
QCIQSVYISKIISSDRDLL KIISSDRDLLAVVFYGTEKD 46.78 2268.20015 5.33550798 KU70_HUMAN[74-93] 
QELGPRFTLKLRSLQKGTF KVGIQELGPRFTL 37.1 1456.840195 2.256252958 RPF1_HUMAN[302-314] 
QGRSAEEAYKQQIKEDNIG KGAVEDVISRNEIQGRSAEEAY 44.59 2420.19313 5.781356796 NKRF_HUMAN[524-545] 
QHPTASLIAKVATAQDDIT KDGNVLLHEMQIQHPTASLIA 57.43 2314.210327 4.630953321 TCPZ_HUMAN[58-78] 
QIATPGKGKKSTPKPIPIL KSTPKPIPILAAGFCSD 51.62 1800.944397 2.863497623 WDR43_HUMAN[327-343] 
QINQEEERLKNERTVFVGN KNERTVFVGNLPVTCN 66.56 1846.935974 1.53768189 RBM34_HUMAN[182-197] 
QKICQTYGLRPCSTNPYIT RPCSTNPYITLSPQDIN 33.29 1974.946915 -4.234037855 ACTN3_HUMAN[599-615] 
QKKRTRRAVKFQRAITGAS KFQRAITGASLADIMA 70.99 1691.902847 3.219451997 RL24_HUMAN[77-92] 
QKMMDSLFLKLDALSNFHF KLDALSNFHFIPKPPVPEI 53.64 2161.193542 4.025553395 MPP10_HUMAN[506-524] 
QLNDTHPALAIPELMRIFV KFGSTRGAGTVFDAFPDQVAIQLNDTHPAL 56.55 3172.594193 4.405858156 PYGL_HUMAN[316-345] 
QPCPDVKYGKRIHVLPIDD NLRVRLGDVISIQPCPDVKYG 45.95 2398.279099 2.302484311 TERA_HUMAN[91-111] 
QQEEARQMQKQQQQQQQHQ KSLLEIQQEEARQMQ 58.52 1829.930496 2.878797862 PERQ2_HUMAN[1000-1014] 
QQQVANLQMKIVQEDRAVE KIVQEDRAVESRTTDLLTDWE 38.6 2503.255432 2.372510581 DYHC1_HUMAN[1242-1262] 
QSVMTEIRRSLGEIPIVES KEDIQSVMTEIRR 44.33 1603.835159 1.180919367 COPB_HUMAN[469-481] 
QTDSVVATLKASYPGLQFE KSQLARIQTDSVVATL 33.24 1728.973389 1.534436572 HEM3_HUMAN[27-42] 
QVDIGGGQTKTFAPEEISA KTKPYIQVDIGGGQT 90.46 1603.856979 2.465930598 GRP78_HUMAN[123-137] 
QVNGGTVAEKLDWARERLE KLDWARERLEQQVPVNQVFGQDEMIDVIGVT 72.96 3611.840622 2.696962856 RL3_HUMAN[193-223] 
RAAPGEFRAIMEMPSFYSH IMEMPSFYSHGLPRCSPYK 62.33 2299.058777 0.067418894 DSRAD_HUMAN[476-494] 
RDEGLAVMDKAKGLFLPED KLIRDEGLAVMD 37.72 1358.722763 2.685610412 ASPH_HUMAN[595-606] 
REEGIDELAKICGVEDAVS KICGVEDAVSEMTR 35.4 1593.749069 1.33207921 SERB_HUMAN[36-49] 
RESSEAQVQKFLSRSVEDV KADFIRESSEAQVQ 57.12 1606.795074 2.701028943 BA2D1_HUMAN[859-872] 
RFLILPDMLKNAPMLKSMK KIRFLILPDML 32.18 1357.815536 3.320038606 SMD3_HUMAN[67-77] 
RGWEEGVAQMSVGQRAKLT KQEVIRGWEEGVAQ 57.69 1627.831802 -0.626600364 FKB1A_HUMAN[53-66] 
RHEVININLKNKPEWFFKK KNKPEWFF 34.05 1094.554901 0.786621118 GSTO1_HUMAN[57-64] 
RINQLYEQAKWAILLEEIE KYDAIRINQLYEQA 37.67 1723.889282 0.40605856 FERM2_HUMAN[285-298] 
RLCYSSDHEKLKPQYLEEL KLKPQYLEELPGQL 46.6 1654.929367 0.989166083 GSTM3_HUMAN[126-139] 
RLEVGPRDMKSCQFVAVRR KGVPIRLEVGPRDM 31.07 1565.87117 2.407605474 SYEP_HUMAN[1361-1374] 
RLMEEIMSEKENKTIVFVE KLIRLMEEIMSE 40.31 1490.783615 1.669591733 DDX5_HUMAN[328-339] 
RNCDAEGYFLAQYLMDDFT LAQYLMDDFTRDPLYILDNN 36.89 2429.157288 3.850718126 TRPM8_HUMAN[237-256] 
RPDNMSEYSKQMQRFNVGE LRSIRPDNMSEYS 48.52 1566.746002 3.390466606 HDAC1_HUMAN[76-88] 
RQDGDQFYIKTSTTVRTTE KTSTTVRTTEINF 47.24 1496.783478 3.877648361 RABP1_HUMAN[54-66] 
RQHLASIYEKEEDWRNAAQ KEEDWRNAAQVLVGIPLETGQ 55.41 2352.207352 2.364162324 CSN4_HUMAN[116-136] 
RREFIEKYDKSLHQAIEGD KSLHQAIEGDTSGDFL 56.47 1716.831879 2.418990497 ANXA6_HUMAN[647-662] 
RRGNVCGDSKSDPPQEAAQ KSDPPQEAAQFTSQVIILNHPGQISAGYSPVIDCHTAHIAC 52.13 4457.153259 6.520080938 EF1A2_HUMAN[330-370] 
RSENFEELLKVLGVNVMLR KIIRSENFEELL 40.88 1489.813995 0.784661712 RABP2_HUMAN[9-20] 
RSEYKRMYGKSLYHDISGD KSLYHDISGDTSGDYR 74.57 1812.82785 -2.288137839 ANX11_HUMAN[479-494] 
RSYRYWDAEKRGLDLQGFL KRGLDLQGFLNDLENAPEF 78.77 2175.096008 4.393369288 AATC_HUMAN[166-184] 
RYESLTDPSKLDSGKELKI KIRYESLTDPS 53.69 1307.672104 -0.942132203 H90B2_HUMAN[53-63] 
RYPMEHGIVKDWNDMERIW KDWNDMERIWQY 39.87 1682.751099 2.521466189 ACTZ_HUMAN[81-92] 
SACDGIFHLTRAFEDDDIT TRAFEDDDITHVEGSVDPIRDIEIIHEELQL 35.46 3603.769272 5.463446329 OLA1_HUMAN[124-154] 
SAENWKPATKTDQVIQSLI KTDQVIQSLIALVNDPQPEHPLR 87.33 2610.412933 2.708383762 UB2L3_HUMAN[100-122] 
SATSEDIPNKIEDLRSECS KIEDLRSECSSDFGG 39.66 1698.751907 0.227814314 GAPD1_HUMAN[781-795] 
SAVESQPSRKRSVSHGSNH KTLSTPQEERISAVESQPSR 52.45 2242.155304 2.902564327 BA2D1_HUMAN[902-921] 
SAVGKIMKFKPDCVNVEEV KPDCVNVEEVLPHWLSWLPLHED 33.5 2811.369034 4.580686436 IPO5_HUMAN[983-1005] 
SCPHLGASTKEAQSRCGEE KEAQSRCGEEIAVQFVDMVKG 76.02 2380.151505 1.540238087 SERA_HUMAN[289-309] 
SDAMKKVGRKGVITVKDGK KGVITVKDGKTLNDELEIIEGM 36.01 2401.277405 2.551558594 CH60_HUMAN[196-217] 
SDPLTVFEQTEAAAREEIL TEAAAREEILA 36.56 1172.603668 9.01753959 ADAS_HUMAN[598-608] 
SDSLDPCCRKILQDGGLQV KVLISDSLDPCCR 71.5 1561.759247 2.032963791 SERA_HUMAN[8-20] 
SDTELQQALSNGTWTPFNP KDRSGVISDTELQQAL 30.35 1758.911179 1.276357798 PDCD6_HUMAN[37-52] 
SDVVLDKANKTPLRPLDPT KTPLRPLDPTRLQGINCGPDFTPSF 44.03 2826.4487 5.587577089 IF4G1_HUMAN[646-670] 
SDYFRKQYSKGVSQMPLRY KGVSQMPLRYGMNPHQTPAQLYTLQP 58.61 2954.489487 2.270104541 PUR9_HUMAN[199-224] 
SEDVEERLARHRKIVEPEV NRISEDVEERLA 40.16 1429.71608 2.27597636 MFAP1_HUMAN[91-102] 
SEGCVFIYCQVGEKPYWKD KHISEGCVFIYC 30.57 1511.690109 -0.050936366 TXD17_HUMAN[58-69] 
SEPMGYMLFNERMLESYLH NERMLESYLHA 34.48 1361.63974 2.66076253 CARM1_HUMAN[265-275] 
SESFQKALEKGIEILTDMS KGIEILTDMSRPVELSDRETLL 49.59 2514.336304 3.502713613 TCPD_HUMAN[143-164] 
SGDTSGDYRKILLKICGGN KSLYHDISGDTSGDYR 74.57 1812.82785 -2.288137839 ANX11_HUMAN[479-494] 
SGLPRTMTQKDVEDMFSRF KDVEDMFSRFG 69.46 1329.602341 2.971565165 ELAV1_HUMAN[120-130] 
SGRKLAQQIKQEVRQEVEE KQEVRQEVEEWVASGN 42.89 1886.912231 2.894146273 MTDC_HUMAN[50-65] 
SGTIAIEMDKGTYIHALDN KGTYIHALDNGLFTLGAPH 77.86 2024.047958 3.431736868 FRG1_HUMAN[66-84] 
SIKQFADKIPKTAENFRAL PKTAENFRALSTGE 58.68 1519.763046 -1.213347044 PPAL4_HUMAN[30-43] 
SITKAGVKATLNARTSILA TLNARTSILAAANPISGHYDRS 77.06 2327.198166 2.426093352 MCM6_HUMAN[492-513] 
SKDMSEASEKTMTVEVEGS KEESESTAVGQAHSDISKDMSEASE 70.7 2651.150406 2.740697013 AKA12_HUMAN[1615-1639] 
SKERERALLKDQQPGTFLL KDQQPGTFLLRF 53.43 1448.777603 2.159751775 STAT1_HUMAN[592-603] 
SKMRELLARKDSETGENIR KDSETGENIRQAASSLQQASL 59.44 2232.098175 3.089917853 GRP75_HUMAN[625-645] 
SKSAEEPQEKVDLTLDWLT KGGREDMDISKSAEEPQE 57.2 2004.905807 -1.28933738 NASP_HUMAN[180-197] 
SKTFRKIINKREGITAIGG KREGITAIGGTSTISSEGTQHSYSEEE 62.78 2853.326416 3.023488638 PLSI_HUMAN[98-124] 
SLATQMVRMILKIDDIRKP KQQISLATQMVRM 71.13 1532.816681 2.670247558 TCPE_HUMAN[514-526] 
SLPGVLVGNKTDLAGRRAV KARSQAPGISLPGVLVGN 43.88 1763.005356 1.241062594 RAYL_HUMAN[106-123] 
SMELWQEAFKAVEDIHGLF KAVEDIHGLFSLS 43.34 1414.745621 3.160285449 EIF3A_HUMAN[251-263] 
SNFNNALESKTAASGVEAN KTAASGVEANSRPLDHAQPPSSLVIDKESEVY 75.17 3394.700439 0.76089188 PDLI1_HUMAN[166-197] 
SNWEVMERLKGMVQNHQFS KSISNWEVMERL 46.08 1490.755112 2.778457687 SF17A_HUMAN[44-55] 
SPAAIADATKIFVNGCWVG KIFVNGCWVGIH 41.39 1428.733643 2.03046944 RPB2_HUMAN[566-577] 
SPDQLADLYKSFIKDYPVV KSFIKDYPVVSIEDPFDQDDWGAWQ 75.84 2984.386871 0.938216163 ENOA_HUMAN[281-305] 
SPESLSPPVRELYHRLKHF VISPESLSPPV 31.51 1123.612488 -3.591095723 ACD10_HUMAN[653-663] 
SQLEQQLSAKNSTLKQLEE KLRENSASQISQLEQQLSA 69.05 2129.107605 1.792769887 CASP_HUMAN[326-344] 
SQMLKTKEQKVNPREIAEN KVNPREIAENIT 41.7 1382.75174 1.549085015 SYRC_HUMAN[131-142] 
SRAAAERSLREHMGNVVEA KEDLELIMTEMEISRAAAERSL 40.41 2534.271942 4.909102213 HYPK_HUMAN[138-159] 
SRAPDELHYTYLDTFGRPV KNIEIDSPYEISRAPDELHY 46.12 2388.159698 1.048506095 RPN1_HUMAN[379-398] 
SRCAKENQLSLPDQSYKDT QISRCAKENQL 32.54 1345.6772 1.026249089 YB019_HUMAN[127-137] 
SRGTIEILSDVQLIKTGDK KISRGTIEILS 45.1 1215.718658 1.962625139 RLA0L_HUMAN[146-156] 
SRKEALKENKSLQEELSLA KSLQEELSLARGTIERLT 54.18 2043.13237 3.212224571 GOGB1_HUMAN[1500-1517] 
SRLQEVFGHAIKAAYPDLE KNMINIISRLQEVFGH 59.08 1898.019608 2.704924637 SYRC_HUMAN[71-86] 
SRYQGVNLYIKNLDDTIDD IKNLDDTIDDEKLR 92.54 1686.878799 0.908778983 PABP4_HUMAN[298-311] 
SSDGHEFIVKREHALTSGT KLISSDGHEFIV 47.36 1343.708511 1.87615095 ELOC_HUMAN[20-31] 
SSIDINSSRKFLQRFLREG KQIPPTVDGMLGGYGHISSIDINSSR 45.24 2741.380661 4.060362779 ME11A_HUMAN[21-46] 
SSKAMGIMNSFVNDIFERI SFVNDIFERIAGEASRLAHY 62.47 2294.144348 3.973158885 H2B1B_HUMAN[65-84] 
SSQESKKSKKRPFEESETE KRPFEESETEQNNSSQPS 34.95 2092.929718 -0.882017195 LRC42_HUMAN[393-410] 
SSTSASVNRYILQLAQEYC KVNEAAPEKPQDDSGTAGGISSTSASVNR 96.33 2872.379852 0.251011369 UBR4_HUMAN[3766-3794] 
STNYYASQKKTFEINPRHP KAQAYQTGKDISTNYYASQK 45.98 2264.107285 -2.977774085 ENPL_HUMAN[663-682] 
STQRTAAAPKAGPGVVRKN KPLTSSSAAPQRPISTQRTAAAP 38.22 2335.260773 -1.781385637 MARE1_HUMAN[151-173] 
STVNPEQYSKRFLDFIGHI KHGAGAEISTVNPEQYS 37.02 1786.848572 0.974900743 PI42A_HUMAN[378-394] 
STVREVALLRRLEAFEHPN KSVRVPNGGGGGGGLPISTVREVALL 54.09 2489.407822 2.490552149 CDK4_HUMAN[35-60] 
STYKHIKLHKMLENTDNSS KMLENTDNSSPSTEHSQGLEK 38.3 2331.064835 -0.417834796 ZCCHL_HUMAN[248-268] 
SVGIYNLVQKALKPPPIKL KALKPPPIKLY 40.55 1266.806335 1.678236003 KU70_HUMAN[279-289] 
SVLREANQAINPKLLQLVE KQVSDLISVLREANQA 46.01 1769.963531 2.52152088 DDX5_HUMAN[451-466] 
SWVGDEGEFKLNQPELVAQ KDARDCISWVGDEGEF 35.59 1882.815582 3.989769403 GABPA_HUMAN[333-348] 
SWYDNEFGYSNRVVDLMAH SNRVVDLMAHMAS 38.22 1429.680588 1.996250088 G3P_HUMAN[321-333] 
SYKRSNFYIKVRPAELEQF KVRPAELEQFESTIGF 44.7 1849.957397 3.218993048 E41L2_HUMAN[458-473] 
TAISGKPGDKKKEKKSLTP KTKPQDMISAGGESVAGITAISGKPGD 38.62 2614.327225 3.598248876 ICAL_HUMAN[100-126] 
TASKEGQKEKDTAGVTRSA KDTAGVTRSASSPRLSSSLDN 30.32 2148.077072 -0.270474466 MYPT1_HUMAN[462-482] 
TCELLNKQVKVSPDMAIFI KVSPDMAIFITMNPGYAGRSNLPDNLK 76.14 2948.4888 5.068019929 DYHC1_HUMAN[2007-2033] 
TDSTMLQAIERYMKQAIVD QITDSTMLQAI 34.21 1235.60675 -1.754603558 COPG_HUMAN[130-140] 
TDWVVGTRVKSAQLLPVLL KILPALCHDITDWVVGTRV 41.26 2192.177612 3.599617092 HEAT2_HUMAN[359-377] 
TEYLCEPLRKCLKDEDPYV KITEYLCEPLR 69.93 1420.738403 1.956025116 AP1B1_HUMAN[117-127] 
TFREKNRGSKLFNHLSAVS KLFNHLSAVSESIQALGWVAMAPKPGPYV 52.85 3109.642273 7.051936549 CAP1_HUMAN[126-154] 
TFSDSECAKKALEQLNGFE KALEQLNGFELAGRPMK 95.12 1901.019257 -0.254074228 RBM39_HUMAN[306-322] 
TGFDDPFSGKTVSVSEAIK KTVSVSEAIK 45.36 1060.612808 0.071656687 DESP_HUMAN[2103-2112] 
TIFQERDPSKIKWGDAGAE KIKWGDAGAEYVVESTGVFTTME 106.5 2517.209747 -0.633638099 G3P_HUMAN[84-106] 
TKACRELELKVPLVVRLEG KVPLVVRLEGTNVQEAQ 50.43 1879.052704 3.37936237 SUCB2_HUMAN[386-402] 
TKRTGMKEEKNLQEGNEVD KNLQEGNEVDSQSSIRTEA 57.61 2104.00322 0.248573764 ZC11A_HUMAN[521-539] 
TLLVMQLLNEDEVNIGIDA EDEVNIGIDALL 33.03 1299.655792 -2.860757458 AKA7G_HUMAN[116-127] 
TLNHTDLVPCLCIQVWPLE QIITLNHTDLVP 32.71 1362.750717 -2.234451218 I17RC_HUMAN[329-340] 
TNDGATILKQMQVLHPAAR KMIQDGKGDVTITNDGATILK 44.3 2217.16748 0.506502107 TCPD_HUMAN[59-79] 
TNEEYGEFYKSLTNDWEDH KPIWTRNPDDITNEEYGEFY 65.46 2486.138992 -0.293627992 HS90A_HUMAN[294-313] 
TPAEVGVLVGKDRSSFYVN GKDRSSFYVNGLTLGGQ 71.37 1797.90097 2.787695253 PROF1_HUMAN[53-69] 
TPAVVSERLKIRGSLARAA KLITPAVVSERL 46.5 1324.807816 2.225228418 RS25_HUMAN[66-77] 
TPDMTLQNMKGTERVWLWT NHRITPDMTLQNM 46.54 1569.739166 0.973410126 RBP2_HUMAN[2383-2395] 
TPSGITYDRKDIEEHLQRV KISFELMREPCITPSGITYDR 59.77 2512.245392 1.404719464 STUB1_HUMAN[234-254] 
TQDIFQQLLKRGFVLQDTV KRGFVLQDTVEQL 49.46 1531.835846 1.394405285 SYMC_HUMAN[375-387] 
TQEEYGEFYKSLTNDWEDH KPIWTRNPDDITQEEYGEFY 71.54 2500.154648 2.826225172 HS90B_HUMAN[286-305] 
TQLLPEDLRKELYELWEEY KQITQLLPEDLR 70.2 1452.830002 3.814623867 HDDC2_HUMAN[107-118] 
TSEVFNKFFKERVMEIVDA KERVMEIVDADE 61.6 1432.686768 2.278236997 SP16H_HUMAN[199-210] 
TSPISLAAPKETDCVLTQK KHYGITSPISLAAP 43.44 1453.792892 2.469402636 PAPOA_HUMAN[18-31] 
TYPQGLAMAKEIGAVKYLE KEIGAVKYLECSALTQRGL 88.22 2135.140839 3.261143187 RAC1_HUMAN[147-165] 
VADLSEQSLKDGEERGEED KHSSGIVADLSEQSL 35.85 1569.799835 1.286151237 PP1R7_HUMAN[34-48] 
VAEAERLDVKAMGPLVLTE KEIVAEAERLDV 36.49 1370.740509 0.937449497 IF5_HUMAN[261-272] 
VAGIANESKKLYGAQFHPE KVVARSGNIVAGIANESK 76.53 1812.021713 1.003851106 GUAA_HUMAN[165-182] 
VAKQVLLGRKVVVVRCEGI KVVVVRCEGINISGNFYRN 48.19 2223.158249 2.677722111 RL13A_HUMAN[32-50] 
VDALPPPCESACTVPTDVD SACTVPTDVDKWFHHQ 72.42 1926.868317 0.853716876 IPYR_HUMAN[272-287] 
VDANLSVLNLVIVKKGEKD KSVRGCIVDANLSVLN 31.43 1743.930145 2.803437978 RS6_HUMAN[95-110] 
VDDRGRPSGKGIVEFSGKP SVFGQVERAVVIVDDRGRPSG 39.8 2242.181854 4.560736223 NONO_HUMAN[169-189] 
VDFSSPNIAKEMHVGHLRS KKVIVDFSSPNIA 32.73 1416.797653 1.497038053 SYRC_HUMAN[192-204] 
VDGSRFTEFKAFYGDTLVT KAFYGDTLVTGFAR 51.09 1544.798737 1.383351727 MCCB_HUMAN[348-361] 
VDVHFDPTTAFRAPDVARA AFRAPDVARALL 31.19 1298.74588 -5.202711403 AGRIN_HUMAN[1213-1224] 
VEGLMTTVHAITATQKTVD KVIHDNFGIVEGLMTTVH 90.23 2009.040451 2.092043492 G3P_HUMAN[162-179] 
VEHLGLQIRFNLKSRNVEI KIFTPIVEHLGLQIR 30.04 1763.045761 3.137184594 PNO1_HUMAN[94-108] 
VGTPGRVFDMLNRRYLSPK KLQMEAPHIIVGTPGRVFD 63.82 2107.124832 1.281366893 IF4A1_HUMAN[146-164] 
VIQSSGGLSKDDIENMVKN KGTGREQQIVIQSSGGLS 43.98 1843.975189 0.203364992 GRP75_HUMAN[537-554] 
VKGPRGTLRRDFNHINVEL RDFNHINVELSLLG 34.43 1625.852539 1.786754906 RL9_HUMAN[36-49] 
VKSESGYGFNVRGQVSEGG NVRGQVSEGGQLR 61.8 1398.732773 0.250941428 SNX27_HUMAN[56-68] 
VLGGGCALLRCIPALDSLT KDRVTDALNATRAAVEEGIVLGGGCALL 76.99 2868.512726 2.591935512 CH60_HUMAN[418-445] 
VLLDSSLEYKKGESQTDIE KNPRIVLLDSSLEY 53.43 1645.903885 3.055463959 TCPG_HUMAN[234-247] 
VMEEGCSTQKQVLNYLGEC KQVLNYLGECFRV 60.65 1624.839539 1.448142997 RPA2_HUMAN[298-310] 
VNDRQLACARIASPEGQDY KIIVNDRQLACA 76.15 1399.760544 1.86317582 CV028_HUMAN[285-296] 
VNFVHTNLRKNNRQPYAVS APIRPDIVNFVHTNLR 50.03 1861.032242 0.49972267 RL4_HUMAN[30-45] 
VRAAFDQRMKTWQRWQDAQ KTWQRWQDAQATLQ 37.97 1758.880157 -0.724893049 SNX1_HUMAN[415-428] 
VREVDRPGSKVNKKEVVEA AGMTHIVREVDRPGS 42.04 1623.815125 -0.211230943 RL3_HUMAN[51-65] 
VRFLTVMMKHGYIGEFEII HGYIGEFEIIDDHRAG 64.59 1827.854004 1.482065851 RS15A_HUMAN[44-59] 
VRNDIKLAAKLIHTLDDRT KLIHTLDDRTQLWASEPGTPPLPTSLPSQNPIL 51.94 3634.935883 4.145327589 ARS2_HUMAN[526-558] 
VRPDNTYEVKIDNSQVESG KDDEFTHLYTLIVRPDNTYEV 94.36 2567.254379 5.463034795 CALR_HUMAN[164-184] 
VTCLENHPHKLETGQFLTF KEIFISNITQANPGIVTCLENHPH 51.96 2731.375168 3.116745037 UBA6_HUMAN[214-237] 
VVNLTGRLNKCGVISPRFD KIVVNLTGRLN 47.2 1225.750641 1.748316442 RS15A_HUMAN[60-70] 
VVVTAGVRQQEGESRLNLV KIVVVTAGVRQ 79.16 1168.729202 1.062692707 LDHB_HUMAN[91-101] 
VYDQQSRRSRGFAFVYFEN KYGPIADVSIVYDQQSRRS 52.04 2181.117813 -0.312225225 TRA2B_HUMAN[140-158] 
WDIGGQPRFRSMWERYCRG KIWDIGGQPRF 31.29 1315.703705 2.87830762 ARL8B_HUMAN[68-78] 
WDTAGQERFRTLTPSYYRG KLAIWDTAGQERF 50.14 1533.793961 1.167692692 RAB18_HUMAN[58-70] 
WDTRSNTTSKPSHLVDAHT KPSHLVDAHTAEVNCLSFNPYSEFILATGSAD 106.16 3489.651077 2.992849362 RBBP7_HUMAN[263-294] 
WDVKTGKCLKTLPAHSDPV KTLPAHSDPVSAVHF 46.83 1604.8311 -1.567766228 WDR5_HUMAN[165-179] 
WGLDFGDCHKSLFAHDDSV KIWGLDFGDCH 47.7 1346.607773 2.080041461 WDR3_HUMAN[616-626] 
WGNVGFVFTKEDLTEIRDM KEDLTEIRDMLLAN 58.14 1659.850128 2.9797871 RLA0L_HUMAN[92-105] 
WHHTFYNELRVAPEEHPVL RVAPEEHPVLLTEAPLNP 65.82 1981.063248 4.662142922 ACTB_HUMAN[95-112] 
WREENGTWEKSHEHAGHDS KVIIWREENGTWE 44.75 1658.841629 2.587950486 SEC13_HUMAN[82-94] 
WSLEPENFEKLKPVHGLIF KGFGCRGAQVEEIWSLEPENFE 53.65 2581.19072 2.573231009 UCHL5_HUMAN[23-44] 
WTHPGWSPLKTLAGHEGKV KIWTHPGWSPL 31.71 1320.697891 4.407518207 PRP4_HUMAN[475-485] 
YDPAKRISGKMALNHPYFN KMALNHPYFNDLDNQIK 57.39 2060.014908 3.357257257 CDC2_HUMAN[279-295] 
YEKDDKLTPKIGFPWSEIR KIGFPWSEIRNISFND 36.29 1921.968628 6.401769426 EZRI_HUMAN[237-252] 
YETELVDIEKAIAHYEQSA KAIAHYEQSADYY 41.78 1557.70993 1.805214145 SNAA_HUMAN[140-152] 
YGEDQDAVKKARSFLEFAE KARSFLEFAEDVIQVPRNLVG 42.11 2387.296112 3.752781213 FMR1_HUMAN[274-294] 
YIVHDEVKDKAFELELSWV KIIYIVHDEVKD 68.19 1470.808212 1.896916251 PSA3_HUMAN[196-207] 
YNLGAQSHVKISFDLAEYT KIINEVKPTEIYNLGAQSHV 106.39 2252.216446 1.952299038 GMDS_HUMAN[95-114] 
YPLHDVFVRKVKMLKKPKF KACQSIYPLHDVFVR 56.82 1831.940323 3.574898111 RS3A_HUMAN[199-213] 
YPNASLLMRNVTRNDTGSY NVTRNDTGSYTLQVIK 30.28 1807.942825 7.127990898 CEAM8_HUMAN[111-126] 
YSLKIECGPKYPEAPPFVR KYPEAPPFVRFVT 40.23 1549.8293 2.059581658 UB2V1_HUMAN[148-160] 
YSSGSVEAQKLLFGHSTEG KLLFGHSTEGDILELVDGHFDT 53.97 2442.206726 3.879687947 ENOPH_HUMAN[161-182] 
YVEYGYHITKASYFICHDQ KASYFICHDQETIK 45.05 1738.834839 -0.728073749 PGM2_HUMAN[478-491] 
AADEAKMRFAHIDGDHLTL AHIDGDHLTLLNVYHAF 46.78 1934.963898 2.809354741 DHX15_HUMAN[618-634] 
AARKTPGLPKDVSVAELLR KDVSVAELLRELSLT 37.09 1671.940674 3.778842215 RPC4_HUMAN[247-261] 
ACIPYLKKSKVAHILNISP KVAHILNISPPLNLNPVWF 55.89 2171.22551 7.725590881 HSDL2_HUMAN[144-162] 
ACTTEEDQEKLMQITSLHS KLMQITSLHSLNAFLLPIKTVGVQGDCRSY 32.58 3388.799927 3.332448136 GUAA_HUMAN[497-526] 
ACVVHGSDLKDMTSEQLDD KDMTSEQLDDILKYH 67.24 1834.87709 -0.364057082 AT1A1_HUMAN[671-685] 
ADGHAATLVMKLQLFIQEV AFRAGSKEAASGKADGHAATLV 40.01 2114.086838 9.689762801 COG7_HUMAN[20-41] 
AEEESERLLRELYLFDVLR KAPSPEKAEEESERLL 98.2 1811.926437 -2.264440717 ASNS_HUMAN[379-394] 
AEEMLEKGPENEYSVDDEC ITKAEEMLEKGP 31.86 1360.690781 4.284588447 TT39A_HUMAN[484-495] 
AEFEVHEVYAVDVLVSSGE KAEFEVHEVY 39.25 1249.597885 -0.202465131 PA2G4_HUMAN[215-224] 
AEGSEIRLAKVDATEESDL KVDATEESDLAQQYGVRGYPTIKF 44.35 2714.355148 2.435937687 PDIA1_HUMAN[81-104] 
AETAANRICKVLAVNQENE KVLAVNQENEHLMEDYE 59.44 2059.952026 2.235974402 ACTN4_HUMAN[283-299] 
AGAHLQGGAKRVIISAPSA KRVIISAPSADAPMFVMGVNHE 74.95 2368.20314 1.787008863 G3P_HUMAN[117-138] 
AGFAGDQIPKYCFPNYVGR KYCFPNYVGRP 37.81 1399.670685 1.52678771 ACTY_HUMAN[32-42] 
AGPIWDLRLMMDPLTGLNR KAGPIWDLRL 49.74 1167.676407 1.109040135 HNRPQ_HUMAN[184-193] 
AGQVIRIICILSHPIKNTN ILSHPIKNTNDANSCQIIIPQNQVNR 66.14 2986.540649 2.562831349 GDIA_HUMAN[303-328] 
AHGVQKKAYRVLEEVCASP RVLEEVCASPQGPGALFVQSHLEDLK 65.71 2878.464722 3.971214208 RRP12_HUMAN[793-818] 
AIAINTFLPKNGFRPLDVS KNGFRPLDVSLYA 31.21 1478.788147 1.343667789 LARP5_HUMAN[321-333] 
AIEPNDYTGKVSEEIEDII KVSEEIEDIIK 61.53 1301.707809 2.008899372 CG024_HUMAN[171-181] 
AILQLGLAILDYNLDKLLT LDYNLDKLLTC 34.94 1366.680237 9.669416183 TBC8B_HUMAN[686-696] 
AIQNKDRAKVEFNIRKPNE VEFNIRKPNEGADGQW 53.46 1858.896194 3.619352184 PAIRB_HUMAN[304-319] 
AIVEKLRFTYRSDSFENPV YRSDSFENPVLQQHF 52.21 1865.869659 2.976092126 KU70_HUMAN[473-487] 
AIVNVIGMHKMTPPIKDLL KMTPPIKDLLPRLTPIL 55.32 1945.179794 3.259338813 SF3B1_HUMAN[1008-1024] 
AKAEITRLIKEELIRLQNS KEELIRLQNSYQPTN 49.14 1831.94278 1.765338981 DDX46_HUMAN[1010-1024] 
AKITGKAWVKETPRSVPGF KETPRSVPGFNPDSMCE 46.17 1949.861145 3.209972164 RPA1_HUMAN[718-734] 
AKNLAKIRNKQEVMISDLE KQEVMISDLEERL 60.7 1588.813019 3.035599496 MYH10_HUMAN[1031-1043] 
AKQDPSYYLKNTNAETRET KNTNAETRETLQELY 48.2 1808.890411 2.195268423 PPIL2_HUMAN[198-212] 
AKVLETFLAKSRPELLEYY KSRPELLEYYI 30.53 1409.755417 2.287630862 TRI25_HUMAN[447-457] 
AKYSRNIVKKFLMYGSKPQ KFLMYGSKPQIAEIIRSF 45.4 2127.155029 2.765195728 K0020_HUMAN[221-238] 
ALADYIRQQKSDPIQEIRD KSDPIQEIRDLAEITTLDRS 79.07 2299.20192 4.115341031 TXND4_HUMAN[140-159] 
ALAPLLLAFVTKPNSALES VTKPNSALESCSFARH 65.34 1802.873352 1.364488525 RAGP1_HUMAN[563-578] 
ALDDKNCWEKLGEVALLQG KLGEVALLQGNHQIVEMCYQRT 44.05 2586.304642 2.973740941 COPA_HUMAN[676-697] 
ALSEEKDVLKQQLSAATSR KQQLSAATSRIAELES 43.2 1730.916229 1.411391238 CEP55_HUMAN[129-144] 
ALSELRAMAKAAREECPVF KAAREECPVFTPPGGETLDQV 38.22 2300.110703 3.17767314 CL005_HUMAN[108-128] 
ALWDRGLLNGASQKAEVIM KALWDRGLLN 31.03 1184.666565 1.991277605 SF3B3_HUMAN[1074-1083] 
ALYEQSLHIKSAIPHPLIM KSAIPHPLIMGVIRECGG 54.98 1934.022995 0.996368712 CSN2_HUMAN[225-242] 
AMGIMNSFVNDIFERIAGE NDIFERIAGEASRL 48.13 1589.816132 3.61048041 H2B1B_HUMAN[68-81] 
AMHLSQLDMILDQTKTELE ILDQTKTELEKK 31.4 1444.813675 1.195309838 CCD18_HUMAN[907-918] 
AMMRKATASRLVTQRDADV RLVTQRDADVQNFVSFIS 50.41 2094.085815 1.618367297 D3D2_HUMAN[265-282] 
AMSKLGLRQVTGVTRVTIR VTGVTRVTIR 38.83 1100.666611 -0.342519702 NACA_HUMAN[88-97] 
ANGQENGHVKVNGDASPAA KGEAAAERPGEAAVASSPSKANGQENGHV 67.15 2818.35936 -0.918619548 MARCS_HUMAN[11-39] 
ANPWDGKSLKPDSVRSQLE KPDSVRSQLETSL 54.04 1458.767807 1.416949284 ARK72_HUMAN[115-127] 
AQAEVEGLGKGVARLSAEA KGVARLSAEAE 37.93 1129.6091 -0.864015702 PLEC1_HUMAN[1175-1185] 

AQVSGQSARKMRLGDAVEQ KMRLGDAVEQGVINNTVLGY 43.89 2176.131027 2.322929979 SYG_HUMAN[389-408] 
ARAKAKTRSSRAGLQFPVG SRAGLQFPVGRVH 32.77 1422.784424 1.163914907 H2A1B_HUMAN[20-32] 
ARIQAGAEAKAKAQESGSA KARIQAGAEA 46.89 1013.561752 -0.552507037 MAGD2_HUMAN[528-537] 
ARMGVVECAKHELLQPFNV KHELLQPFNVLYE 58.07 1628.856216 3.570603681 PA2G4_HUMAN[298-310] 
ASCLYGQLPKFQDGDLTLY KFQDGDLTLYQSNTILR 90.4 2011.037445 4.190374486 GSTP1_HUMAN[55-71] 
ASGANYSFHKESGRFQDVG KESGRFQDVGPQAPVGSVYQ 63.21 2148.059998 3.13957711 DBNL_HUMAN[144-163] 
ASGYQSSQKKSCVEEPEPE KSCVEEPEPEPEAAEGDGDKK 41.77 2300.011398 -0.729126821 HDGF_HUMAN[106-126] 
ASRNKAEKQKRDLSEELEA KRDLSEELEAL 35.14 1301.682648 2.484476539 MYH10_HUMAN[1141-1151] 
ATIGADFLTKEVMVDDRLV KEVMVDDRLVT 54.38 1303.680588 4.438203693 RAB7A_HUMAN[48-58] 
ATLSAEVYRILSVQGTEPL KATLSAEVYR 51.17 1136.618942 -0.174200862 NOL11_HUMAN[102-111] 
ATRISIQCRSCRNTLTNIA SCRNTLTNIAMRPGLEGYALPR 58.95 2489.263092 1.196739714 MCM5_HUMAN[174-195] 
AVGDGIVLCKMINLSVPDT KMINLSVPDTIDERAINK 44.91 2056.098633 -1.444483233 PLST_HUMAN[165-182] 
AVKDLVVLLFETALLSSGF FETALLSSGFSLEDPQTHSNRIYR 83.49 2767.356537 3.72377027 HS90B_HUMAN[659-682] 
AVLFCLSEDKKNIILEEGK KKNIILEEGKEILVGDVGQTVDDPYATFV 79.81 3189.680908 5.287362745 COF1_HUMAN[44-72] 
AVRQVLHQLKRLGIVWQDV KRLGIVWQDVLPVNIYC 44.28 2072.1241 6.251556072 ZW10_HUMAN[634-650] 
AWDIAIATMKVGEVCHITC KFSFDLGKGEVIKAWDIAIATM 36.93 2439.287186 3.929836575 FKBP4_HUMAN[76-97] 
AWLLSMIQSKCSVPFTPIE KCSVPFTPIEFHYENTRA 41.87 2195.046967 -0.36673475 NXF1_HUMAN[142-159] 
AYAALAALEKLFPDTPLAL KLFPDTPLALDANK 39.94 1541.845322 2.050789372 ILF3_HUMAN[587-600] 
AYGELPEHAKINETDTFGP KINETDTFGPGDDDEIQFDDIGDDDEDIDDI 120.58 3485.427826 1.660054458 IF1AX_HUMAN[114-144] 
CGDLVFAKMKGYPHWPARI KGYPHWPARIDEMPEAAV 36.92 2066.004349 2.078892042 HDGF_HUMAN[21-38] 
CHKGFDLMYIGGKYQCHDI IGGKYQCHDIDEC 31.55 1593.655182 3.633157326 NPNT_HUMAN[206-218] 
CPTLEQYAMRAFADALEVI RAFADALEVIPMALSENSGMNPIQTMTEVRARQV 65.55 3744.874924 5.417537411 TCPE_HUMAN[449-482] 
CYAKIICNTKDNERVVGFH KDNERVVGFHVLGPNAGEVTQGFAAAL 56.56 2795.435486 0.442507082 TRXR1_HUMAN[580-606] 
DAENHEAQLKNGSLDSPGK KNGSLDSPGKQDTEEDEEEDEKD 75.55 2593.07869 -1.121446877 NUDC_HUMAN[133-155] 
DASPNQVAEKVASRIAEGF KVASRIAEGFSDTAL 30.7 1563.825653 1.956100409 CX4NB_HUMAN[110-124] 
DCAVIVTQKKVPDKLLDSS KVPDKLLDSSTVTHLF 42.84 1798.98291 1.480836747 PSA6_HUMAN[55-70] 
DCRYALYDATYETKESKKE KMLPDKDCRYALYDA 37.17 1857.875305 1.790755274 COF1_HUMAN[73-87] 
DCSWIEMIRKFVTETLEDG KFVTETLEDGSRLNS 73.21 1694.847519 1.866244582 TEX10_HUMAN[462-476] 
DDDWGNIKIKNGMTLLMMG KDDDWGNIKI 33.63 1202.59314 1.19076016 UBP14_HUMAN[54-63] 
DDMPKSDVNKEYYTQNMER KEYYTQNMEREISNSDGTRPVGMLG 31.24 2874.327606 3.923352361 RBM22_HUMAN[114-138] 
DEDLFREWLKDTCGANAKQ KDEDLFREWL 50.98 1349.661545 3.385293163 BAF_HUMAN[54-63] 
DEQLESLFQRTAWVFDDKY RTAWVFDDKY 46.84 1299.624786 2.776185895 IF2A_HUMAN[133-142] 
DGERLPLAVKDMGSCEIYP KAMGDAEIKDGERLPLAV 74.03 1912.008759 2.109299961 COPB2_HUMAN[328-345] 
DGFVTVDELKDWIKFAQKR KIDGDKDGFVTVDEL 40.76 1649.81485 3.075496623 CALU_HUMAN[79-93] 
DGGFCEVCKKLVGYLDRNL KLVGYLDRNLE 36.03 1318.724472 -1.029782967 SAP_HUMAN[414-424] 
DHPFGFVAVPTKNPDGTMN KDHPFGFVAV 34.31 1115.576401 0.646302664 UBC9_HUMAN[18-27] 
DIIKMLGLEKAHTPQVHKN KDIIKMLGLE 41.5 1158.668198 3.14499009 RM30_HUMAN[83-92] 
DILETHLREKITAQSIEEL KITAQSIEELCAVNLYGPDAQVDRSRLA 115.89 3116.592407 3.807363444 PRKDC_HUMAN[1422-1449] 
DKALKDKIEKAVVSQRLTE KAVVSQRLTESPCALVASQYGWSGNMERIM 99.36 3367.647507 4.30448851 ENPL_HUMAN[633-662] 
DKDPPIPVAKIDATSASVL KIANILKDKDPPIPVA 43.46 1731.029419 0.758508195 PDIA4_HUMAN[103-118] 
DKEQWKEVHKQVVESAYEV KQVVESAYEVIKL 41.19 1504.850067 -1.5370302 LDHA_HUMAN[232-244] 
DKKKKTKKIKEKYIDQEEL KEKYIDQEELN 58.68 1407.688126 1.353993093 H90B2_HUMAN[195-205] 
DKVESDPRYKAVDSSSMRE KAVDSSSMREDLF 32.14 1483.697678 2.093418387 TCRG1_HUMAN[828-840] 
DKYGKPNKRKGFNEGLWEI KGFNEGLWEIQNNPHA 44.65 1852.88562 1.632048933 HDGR2_HUMAN[75-90] 
DLCCHLTYKMSEKRTDEIY MSEKRTDEIYALGAF 33.17 1729.834488 3.494553983 VNN3_HUMAN[374-388] 
DLFHIPPSYKSTVTLSWKP KITNNINVLIKDLFHIPPSY 34.15 2338.304871 3.712946121 API5_HUMAN[416-435] 
DLFPLLECLSSVATALQSG KDEDKDLFPLLECL 36.37 1733.854568 3.953042041 TNPO1_HUMAN[577-590] 
DLLDLLVEAKQEVPSWLEN KQEVPSWLENMAYEHHY 82.19 2159.973434 2.736144763 DDX3X_HUMAN[564-580] 
DLQEVIELTKDLLSTQPSE KKDLQEVIELT 30.77 1314.739456 2.523693942 SPF30_HUMAN[36-46] 
DLQMVNISLRVLSRPNAQE RVLSRPNAQELPSMYQ 37.25 1887.962479 2.073134421 PHB2_HUMAN[107-122] 
DLSTIEPLKKLENLKSLDL KIKDLSTIEPLK 42.44 1383.833679 -0.424906554 AN32A_HUMAN[99-110] 
DLVILLYETALLSSGFSLE ALLSSGFSLEDPQTHANRIYR 30.19 2374.202927 2.019625174 HS90A_HUMAN[670-690] 
DLVVLLFETALLSSGFSLE ALLSSGFSLEDPQTHSNRIYR 56.21 2390.197845 2.040835243 HS90B_HUMAN[662-682] 
DNPLDPVLAKVAGDCLDEK KWLDLKDNPLDPVLA 31.8 1735.950851 6.07908916 LRC59_HUMAN[111-125] 
DPAEGDGAQPEETPRDGDK PEETPRDGDKPEETQG 44.28 1783.786041 0.719256666 GANAB_HUMAN[201-216] 
DPNLWTVKCKIGEERATAI KIGEERATAISLMR 38.74 1573.860962 -1.347005899 SPT5H_HUMAN[185-198] 
DPNWYKAKNKVGREGIIPA KVGREGIIPANYVQ 30.98 1542.851807 1.39676409 CSK_HUMAN[53-66] 
DQEALMKSVKLLQALAQYQ KLLQALAQYQNHLQEQPR 112.8 2177.170486 1.468878997 MBB1A_HUMAN[161-178] 
DQSLGNWRIKRQVLEGEEI KRQVLEGEEIAY 53.43 1433.751404 -0.915081929 LMNB2_HUMAN[484-495] 
DRFNHFSLTLNTNHGHILV LNTNHGHILVDYS 30.63 1481.726288 -0.245659406 G6PI_HUMAN[44-56] 
DRPFFAGLVKYMHSGPVVA KYMHSGPVVAMVWEGLNVV 58.7 2115.064545 5.42725754 NDKA_HUMAN[66-84] 
DRPFFPGLVKYMNSGPVVA KDRPFFPGLV 38.61 1174.649887 2.277274301 NDK8_HUMAN[41-50] 
DRSALLSQMKILESELEEQ KILESELEEQLSQHRGCA 64.65 2126.042572 0.912493487 PCNT_HUMAN[1437-1454] 
DSKIVPGNEKQIVGTPVNS KQIVGTPVNSEDSDTRQTSHLQA 31.76 2510.236115 0.118713932 TDIF2_HUMAN[227-249] 
DSQLIVSSAKALQHCEELI KALQHCEELIQQY 36.71 1658.808609 2.329985496 WAPL_HUMAN[886-898] 
DTKGMEVKQIKMLKRESKK IKMLKRESKK 30.39 1275.769623 -8.380823471 CDKL3_HUMAN[544-553] 
DVLEVGELAKLAYFNDIAV KLAYFNDIAVGAVCCRVDHSQNQ 76.17 2664.253693 1.257387766 NAT13_HUMAN[47-69] 
DVPNNQLRHIRLENNDNKP IRLENNDNKPVTNSRDTQEVPLE 40.95 2680.341599 2.791808329 YTHD1_HUMAN[492-514] 
DVPNSQLRHIRLENNENKP IRLENNENKPVTNSRDTQEVPLE 60.33 2694.357239 0.528140805 YTHD2_HUMAN[513-535] 
DVRKRRQVLKDLVKVIQQE KDLVKVIQQESYTY 48.93 1712.898483 1.237084405 EIF3E_HUMAN[275-288] 
DVSVPVAEIKIYSLSSQPI KIYSLSSQPIDHEGIKS 39.99 1900.98941 1.537620349 PACS1_HUMAN[249-265] 
DYENAIKFYSQAIELNPSN KDYENAIKFY 38.17 1289.629166 2.423952623 PPP5_HUMAN[42-51] 
EAEGSSAEYKKEIEELKEL KSIEVIENRMAVLNEQVKEAEGSSAEY 105.62 3022.491653 3.050463346 NASP_HUMAN[609-635] 
EAIKILESLKNMTVEQLLT KNMTVEQLLTGSPTSPTVEPEKPTRE 108.78 2868.453873 2.108452939 UBE2O_HUMAN[825-850] 
EAMNTRESGKASSSLGLQD KASSSLGLQDFDLLRVIGRGSYA 72.83 2452.307404 3.330740668 KPCI_HUMAN[235-257] 
EASSTQDTGKLPVKWTAPE KLPVKWTAPEALRE 45.57 1636.930038 0.80272215 CSK_HUMAN[347-360] 
EDEEDQNEEKGEAGKEDKD KEAVAAEVKNEEEDQKEDEEDQNEE 85.61 2933.253311 1.292080703 NSBP1_HUMAN[116-140] 
EDELTALNVKQGFNNQPAV KQGFNNQPAVSGDEHGSA 36.84 1841.829254 0.129219361 MED12_HUMAN[44-61] 
EEAMRWFQQKYDGIILPGK KEEAMRWFQQ 39.8 1351.634277 1.788205612 RL11_HUMAN[159-168] 
EEEEEKEEEKDKGDEEEEG KTDAPQPDVKEEEEEKEEE 70.47 2258.007339 -0.321522427 CALX_HUMAN[516-534] 
EEELVKVREKQLAAENRLT KQLAAENRLTEMETLQ 61.7 1873.956711 -0.106192421 MYH9_HUMAN[860-875] 
EEGVIDSSDKEIVAEAERL KEIVAEAERLDV 36.49 1370.740509 0.937449497 IF5_HUMAN[261-272] 
EEKEHRPKEKRVTLLTPAG KRVTLLTPAGATGSGGGTSGDSSKGED 88.7 2505.230713 2.905919987 REN3B_HUMAN[12-38] 
EELEQTYHAKLENARLSSE KLENARLSSEMNTSTVNSAREELME 47.12 2838.348694 3.318478811 LMNB1_HUMAN[271-295] 
EEMDFPQLMKMRYLEVSEP KMRYLEVSEPQDIECCG 75.49 2112.927826 3.236267664 EIF3D_HUMAN[181-197] 
EERKKEKIAKALQEFDLAL KALQEFDLALRG 68.3 1359.751022 6.140830097 DDX27_HUMAN[666-677] 
EERNYHIFYRLCAGASEDI RLCAGASEDIRE 58.15 1375.651382 -0.930468298 MYO6_HUMAN[250-261] 
EFLHAQEEVKRIQSIPLVI KEFLHAQEEV 31.07 1228.60878 2.550852681 PRS6B_HUMAN[70-79] 
EGHGLGSLGKGIREPVSVG KGIREPVSVGTPSEGEGLGADGQEH 71.48 2505.209564 1.336814312 SFR14_HUMAN[1035-1059] 
EGLVMVEVRKEKQFQKVIT KEGLVMVEVR 72.65 1158.643066 1.455150468 SND1_HUMAN[857-866] 
EGVKFDESEKTKESREAVE KEGVKFDESE 40.62 1166.545517 2.078787295 ENPL_HUMAN[593-602] 
EIKDILIQYDRTLLVADPR KEIKDILIQY 30.08 1261.728149 -1.955254784 RS16_HUMAN[106-115] 
EINEKSSQLKNLSELQDTS KNLSELQDTSLQQLVSQRHSTPQN 39.76 2750.394714 1.558685369 TDIF2_HUMAN[321-344] 
EIYMTFLSSKASSQVNVEG KASSQVNVEGQSRLNE 92.7 1744.870361 -2.256328085 RGS10_HUMAN[93-108] 
EKFEEMIQQIKETGANLAI KEKFEEMIQQ 44.93 1308.638351 -0.709898192 TCPE_HUMAN[282-291] 
EKLKENNAPKWVPSLNEVP KWVPSLNEVPLHYL 30.05 1693.919159 2.311208288 CJ119_HUMAN[47-60] 
EKTEKVKDPKTAADVVSPG KTAADVVSPGANSVDSRVQRP 46.78 2153.118896 0.65207732 OTUD4_HUMAN[999-1019] 
ELEAFREELKHFEAKIEKH KELEAFREEL 35.8 1262.65062 2.022728979 AMRP_HUMAN[272-281] 
ELEELRAAFTRALEYLKQE KELEELRAAF 37.55 1204.645142 2.714492331 SART3_HUMAN[440-449] 
ELEVLLMCNKSYCAEIAHN KSYCAEIAHNVSS 44.19 1464.666702 0.84797449 RL32_HUMAN[93-105] 
ELHINLIPNKQDQTLTIVD KELHINLIPN 43.57 1189.68187 -1.242348931 HS902_HUMAN[74-83] 
ELINISKKPKTPSLTVFLL KTPSLTVFLLGQSARDAERA 41.85 2159.169846 2.420374668 RPB1_HUMAN[1135-1154] 
ELKLLQTIGKGEFGDVMLG KGEFGDVMLGDYRGN 53.63 1656.756607 -0.098385001 CSK_HUMAN[203-217] 
ELLESLPLSKLCNEEQELL KLCNEEQELLRF 51.66 1577.78714 2.206888313 CDC16_HUMAN[192-203] 
ELLRVAQILKEPKVAASVL KELLRVAQIL 30.24 1181.749557 2.417601922 ATPO_HUMAN[60-69] 
ELNLSFCEIKRDAALAVAE KRDAALAVAEAMAD 40.41 1430.718719 0.003494747 RAGP1_HUMAN[306-319] 
ELRERVLRGKYRIPFYMST KYRIPFYMSTDCENLL 32.35 2048.96994 4.705779139 MARK1_HUMAN[273-288] 
ELWAALNAWKENFMTVDQD KENFMTVDQDGSGTVEHHEL 60.06 2272.006638 1.546210271 GRAN_HUMAN[125-144] 
ENLLDFIKHNQLPLVIEFT KENLLDFIKH 49.07 1255.692444 2.004471726 PDIA1_HUMAN[222-231] 
EPHISLIPNKQDRTLTIVD KQDRTLTIVDTGIGMT 78.05 1747.913849 3.307943354 HS904_HUMAN[24-39] 
EQEFGKLFSKYLADPSNLF KYLADPSNLFVVSSDFCHWGQRF 32.85 2772.311874 7.364972243 MEMO1_HUMAN[175-197] 
EQRKESGKNKHSSGQQNLN KHSSGQQNLNTITYETL 42.49 1932.954102 2.892981263 RPC9_HUMAN[34-50] 
EQVSIKAAIKAANRDLATP KAANRDLATPVMQPCTALDSH 43.05 2295.10997 1.290569968 TXLNG_HUMAN[466-486] 
ERISVAAASKLLANMVYQY KERISVAAAS 56.25 1030.577072 -0.659824499 PSB5_HUMAN[130-139] 
ERLLRKKLAKKGIDYDFPS KKGIDYDFPSLILQ 33.77 1635.887192 3.722750584 MK67I_HUMAN[178-191] 
ERREILGTCKMLGQMTDQV KMLGQMTDQVADLRARGQGSSPVAMQ 48.83 2774.362579 2.398028308 VINC_HUMAN[326-351] 
ESDLNGAQIKLREYEAALN KLREYEAALNS 37.82 1292.672409 0.98632878 LMNB1_HUMAN[134-144] 
ESFDGSVRARIVTDRETGS KESFDGSVRA 62.71 1094.535629 0.770189638 NUCL_HUMAN[589-598] 
ESKKRKLELSRREQPPTEP SRREQPPTEPGPQSASEVE 48.98 2079.982101 0.106731688 OGFR_HUMAN[390-408] 
ETAEAYLGKKVTHAVVTVP KVTHAVVTVPAYFNDAQRQAT 81.03 2315.20224 -0.6297506 GRP78_HUMAN[164-184] 
ETHADLWPAKQYPLVTPNE KEAFVVEEWVKETHADLWPA 60.7 2383.18483 2.800454214 COPB2_HUMAN[802-821] 
ETMEKAVEEKIEWLESHQD KIEWLESHQDADIEDF 38.78 1973.900665 1.949946149 GRP78_HUMAN[601-616] 
ETSLVDAYEKCRGLADPKV KAALVGGTTMIIGHVLPDKETSLVDAYE 35.61 2927.531403 3.685015979 DPYL5_HUMAN[87-114] 
ETTREMIARSAATLITHPF SAATLITHPFHVITLR 38.23 1776.004639 0.739299871 MTCH2_HUMAN[132-147] 
EVAQSLLNAKEQVHQGGVE KEQVHQGGVELQQLEAGLQEAGEEDTRL 99.47 3090.521759 -1.464477636 SPC24_HUMAN[70-97] 
EVDETRKCYRMVGGVLVER RMVGGVLVERTV 41.66 1314.744202 2.358633714 PFD2_HUMAN[72-83] 
EVEAIQAQAKALAQEDQGA KALAQEDQGAGEVERTSRAVEE 34.9 2372.156754 0.381930915 SPTN2_HUMAN[1447-1468] 
EVIRKREREKLHAVNAEEC KLHAVNAEECNVLQG 52.75 1680.825333 0.189787715 PECI_HUMAN[324-338] 
EVLTEDKCLQRQNRYDGQV QRQNRYDGQVAVFGSDLQE 40.49 2209.051208 2.966431913 UBA1_HUMAN[446-464] 
EVVEAHVDQKNKVVTTPAF KEVVEAHVDQ 52.43 1152.577499 0.609937293 ES1_HUMAN[223-232] 
EVWDYVTVRKDAYMFWWLY KEVWDYVTVR 31.04 1293.671738 3.104342378 RISC_HUMAN[37-46] 
EWAHATIIPKVLAMSGDPN KVLAMSGDPNYLHR 48.4 1599.819122 -2.487781241 2AAA_HUMAN[485-498] 
EWEKFQEEAKNRDHRKIGR KEWEKFQEEA 33.01 1322.614243 2.758929914 SYTC_HUMAN[309-318] 
EWLNSCDLKYTEGVQSLNW KVTMINAIPVASLDPIKEWLNSCDLK 54.29 2954.560898 5.44378693 SP16H_HUMAN[867-892] 
EYKEDLEKSKIKTELNSSA KIKTELNSSAESEQPLD 80.8 1887.942505 2.895744963 GCFC_HUMAN[147-163] 
FAEYGEIKNIHLNLDRRTG KFAEYGEIKN 49.95 1197.602951 -0.024215037 RBM8A_HUMAN[92-101] 
FAFQAEVNRMMKLIINSLY KFAFQAEVNR 62.85 1208.630188 3.702538663 ENPL_HUMAN[75-84] 
FCADLVEHLKNISRNSDRF KFCADLVEHL 37.28 1230.606689 3.049715261 PRDC1_HUMAN[80-89] 
FDSSLDRKDKFSFDLGKGE KFSFDLGKGEVI 40.11 1338.718353 2.919956981 FKBP4_HUMAN[76-87] 
FEDENFILKHTGPGILSMA KSIYGEKFEDENFILK 88.75 1958.998901 2.788669252 PPIA_HUMAN[76-91] 
FEEFQTTMAKSNELFTTFR KSNELFTTFRQEME 51.66 1758.824661 2.922974708 TXLNG_HUMAN[370-383] 
FEETTADGRKTQTVCNFTD KTTQFSCTLGEKFEETTADGR 71.63 2405.116913 1.417394714 FABP5_HUMAN[61-81] 
FESVAREVCKSTITEIKEC KSTITEIKECADEPVG 48.31 1775.861115 2.509768338 GSLG1_HUMAN[181-196] 
FETSKYYVTIIDAPGHRDF IIDAPGHRDFIK 34.98 1380.751373 0.578670437 EF1A1_HUMAN[89-100] 
FFGNLMDASKLSLCGEESF KLSLCGEESFGTGSDHIRE 119.05 2120.979675 2.950994804 PGM1_HUMAN[370-388] 
FGPVVAPKPKVNPFRPGDS KVNPFRPGDSEPPPAPGAQRA 55.7 2187.118484 -1.615367446 ZYX_HUMAN[35-55] 
FGVIFAGAQKNVGSAGVTV KPVDVSKFGVIFAGAQ 41.14 1661.914108 2.601819179 SERC_HUMAN[184-199] 
FIKAVTHQVKFGQQNPRQV KFGQQNPRQVAQSEAE 54.03 1815.886353 -1.563423832 ZC3HF_HUMAN[51-66] 
FINYVKNCFRMTDQEAIQD RMTDQEAIQDLWQWR 76.62 1974.937012 4.188488012 NPM_HUMAN[277-291] 
FLNEKLEKSKMQSINEDLK KMQSINEDLKDILHAA 51.96 1824.940338 1.104693648 HELC1_HUMAN[62-77] 
FLPFKVVEKKTKPYIQVDI KTKPYIQVDIGGGQT 90.46 1603.856979 2.465930598 GRP78_HUMAN[123-137] 
FLSDRWMLQKGFLKEEDLT KFLSDRWMLQ 48.94 1322.680511 3.508783838 CBS_HUMAN[384-393] 
FMTNRLLQRKQMVIDVLHP KQMVIDVLHPGKATVP 32.27 1731.970566 3.611493245 RS24_HUMAN[21-36] 
FPDEDEILEKDEALEDEDN KNVKFPDEDEILE 58.84 1574.782776 2.810546361 IF2B_HUMAN[129-141] 
FPLTTESAMKKIEDNNTLV KKIEDNNTLVF 46.28 1319.708496 1.551857858 RL23A_HUMAN[88-98] 
FRHPLLHIQKTPADCPVIA KTPADCPVIAIDSFRH 74.97 1825.914505 3.487019782 TXND4_HUMAN[313-328] 
FSQFLETEYKVKINPSSMF KVKINPSSMFDVQV 71.66 1590.843964 1.68966917 PYGL_HUMAN[555-568] 
FTDFQPFCCSESGPRCSSP SESGPRCSSPVDTECSHAEGSRSQGPE 49.81 2889.18898 1.565491227 SAPS2_HUMAN[763-789] 
FTKDHLIRKKEDVSESVGA KEDVSESVGASGQRPVFCPVH 41.31 2284.090652 -0.451383135 TRI33_HUMAN[259-279] 
FVDILGLRTIFPLFMKSPR KFVDILGLRT 38.04 1160.691742 2.74146863 CTBL1_HUMAN[372-381] 
FVQPLLGRKNEMEKQRKEI NEMEKQRKEI 43.64 1303.65538 9.728031038 RHG29_HUMAN[298-307] 
FWTHWNRETKQFFLQFHFK KQFFLQFHF 37.33 1240.639328 3.485299799 SF3A2_HUMAN[204-212] 
GARRSQRSSKENFIPCSEP KENFIPCSEPVKGTGALRDC 72.48 2277.088181 2.104441997 HJURP_HUMAN[321-340] 
GAVAMAETLKTLRQVEVIN KTLRQVEVINFGDCLVRS 45.76 2133.136459 0.643653149 RAGP1_HUMAN[261-278] 
GAVWGATLNKDATKAATAA KDATKAATAAADFTA 54.11 1451.725601 1.481684968 STRAP_HUMAN[69-83] 
GCGGDLVSAVEVLLSSRSS VEVLLSSRSSV 32.44 1174.655746 -2.856155952 DMRT3_HUMAN[282-292] 
GCPFHRIIKKFMIQGGDFS KFMIQGGDFSNQNGTGGESIYGEKFEDENFHY 62.75 3644.579041 2.299579706 PPID_HUMAN[79-110] 
GCVTIAIHAKPGSKQNAVT KGCVTIAIHA 38.7 1068.574997 -0.863767169 CO040_HUMAN[33-42] 
GDEEAGAEAPPKEEVVPGD TRALDTLKGDEEAGAEA 32.98 1745.84314 -1.84266268 XIRP1_HUMAN[351-367] 
GDGAELIWDKDDPSAMDFV KDDPSAMDFVTSAANLRMH 93.22 2104.966995 2.987220234 SAE2_HUMAN[346-364] 
GFHQVPFAPIVFIERTDFK KSLDIQVPNFPADETKGFHQVPFAP 38.98 2781.412628 3.046293784 SYQ_HUMAN[586-610] 
GGKKKKQVLKFTLDCTHPV KFTLDCTHPVEDGIMDAANFEQFLQERI 91.45 3323.559097 5.216095004 RL22_HUMAN[20-47] 
GGNHIPERWKDYLPVGQRM KDYLPVGQRMPGTRFIAF 35.79 2095.103699 2.630896028 DUS11_HUMAN[36-53] 
GGVVGIKVDKGVVPLAGTN KGGVVGIKVD 46.37 970.581146 -0.682065588 ALDOA_HUMAN[101-110] 
GILGYTEHQVVSSDFNSDT KQASEGPLKGILGYTEHQ 75.03 1955.011215 -0.006649578 G3P_HUMAN[263-280] 
GKEVDNFVDKLKSEGETIM KLKSEGETIMSSSMG 35.34 1583.753464 0.416731527 COPD_HUMAN[241-255] 
GKGAFCNGQKLQVSQQEDI KLQVSQQEDITK 86.27 1415.761993 -0.2959537 IMPA1_HUMAN[145-156] 
GKGDKAQIEKRIQEIIEQL KRIQEIIEQLDVTTSEYE 116.23 2193.116455 -0.269935506 CH60_HUMAN[369-386] 
GKGVGSARKKLDASILEDR KLDASILEDRDKPYACDICG 62.62 2338.093307 0.750611618 REQU_HUMAN[196-215] 
GKQAYKEQIKRESVLTATS KRESVLTATSILNNPIV 62.32 1854.057434 2.518800073 ZN326_HUMAN[442-458] 
GLEEPEMDPKSRDLLVQQA KSRDLLVQQASQCLS 74.76 1731.893753 0.647268343 HNRL2_HUMAN[506-520] 
GLLHSFDLLKAVCLEFSPK KGLLHSFDLL 30.78 1141.649536 2.862524704 EIF2A_HUMAN[67-76] 
GMPHKCYHGKTGRVYNVTQ KTGRVYNVTQHAVGIVVN 47.01 1954.07486 -1.155534031 RL21_HUMAN[60-77] 
GPEIRTGLIKGSGTAEVEL RPVAVALDTKGPEIRTGLI 92.62 2005.168396 1.843236711 KPYM_HUMAN[106-124] 
GQTLVVQFTVKHEQNIDCG VKHEQNIDCGGGYV 65.61 1574.714752 -0.425473883 CALR_HUMAN[97-110] 
GRISRYLANKCSIASRIDC KCSIASRIDCFSEVPTSVFGE 42.17 2388.108994 2.039270407 NOL5A_HUMAN[375-395] 
GSAFSTSISKQETELSPEM KQETELSPEMISSGSWRDRPF 40.7 2479.180145 2.111988518 SYFA_HUMAN[187-207] 
GSAITGPVAKECADLWPRI KECADLWPRIASNAGSIA 51.31 1957.967957 1.265087098 RL23_HUMAN[123-140] 
GSREKVISDKDLELLLDRS KDLELLLDRSDLIDQMNASGPIKE 55.87 2712.400345 6.35120108 HELLS_HUMAN[795-818] 
GVAYTLLTPKDSNFAGDLV KDSNFAGDLVRNLEGANQHVS 50.66 2270.103958 2.362006366 DDX42_HUMAN[605-625] 
GVVFDVTSGKEFYGRGAPY KEFYGRGAPYNALTG 36.58 1642.810333 3.975504578 NENF_HUMAN[79-93] 
GWPLELICEKSIGTCNRPL KSIGTCNRPLGAGEALR 40.04 1798.947174 -0.3857812 STRBP_HUMAN[249-265] 
GYGFVSFFNKWDAENAIQQ KWDAENAIQQMGGQWLGGRQIRT 74.49 2642.313568 3.922320244 TIA1_HUMAN[157-179] 
HAEMVHTGLKLERALLVTA KLERALLVTASQCQQPAEN 71.12 2155.105515 0.927564793 CAP1_HUMAN[81-99] 
HECNLIFRLKDLDFASLAR KDLDFASLARGFALLRMP 39.17 2020.092773 4.059219512 DDX55_HUMAN[444-461] 
HEPLVLFCESCDTLTCRDC KHEPLVLFCE 30.59 1270.637985 3.304639126 TIF1B_HUMAN[213-222] 
HGEKVSLSSKCAEIDREMI KCAEIDREMISSLGVS 42.45 1793.865143 1.939387703 RAD50_HUMAN[132-147] 
HGHRRYFVLKLETADAPAR KLETADAPARLEYYENAR 46.04 2109.049011 1.920296768 IRS4_HUMAN[99-116] 
HHPDLIFCRKQAGVAIGRL KQAGVAIGRLCE 31.94 1300.692139 2.94689257 PHF5A_HUMAN[13-24] 
HHSENKGLDKVMETQAQVD KVMETQAQVDELKGIMVR 59.75 2074.091461 1.495112466 VAMP7_HUMAN[125-142] 
HIYYITGETKDQVANSAFV KDQVANSAFVERLR 72.25 1631.874329 1.693757878 HS90A_HUMAN[499-512] 
HKFIVKNSKKTSYLTELID KTSYLTELIDRF 84 1484.787476 3.844321219 MST4_HUMAN[280-291] 
HKSIEEIVRRLDPNKYPVP RLDPNKYPVPENWLH 36.19 1876.958389 0.433147589 FEN1_HUMAN[262-276] 
HLPDNECIEKVEIAGPGFI KVEIAGPGFINVHLR 99.52 1648.941299 1.741723615 SYRC_HUMAN[153-167] 
HLRFESILQEKKIIQITCG MKHLRFESILQ 58.5 1400.759811 4.04280588 HERC5_HUMAN[126-136] 
HSEVQQANLKAMGDAEIKD KAMGDAEIKDGERLPLAV 74.03 1912.008759 2.109299961 COPB2_HUMAN[328-345] 
HTLGEVWVQKTSEMNTDKQ KHTLGEVWVQ 44.06 1195.634964 0.725974086 NMD3_HUMAN[339-348] 
HYGPGWVSMANAGKDTNGS KHYGPGWVSM 47.74 1160.543701 2.820229861 PPIB_HUMAN[123-132] 
IAVMELFRPKGESKDLLFI KIAVMELFRP 35.83 1202.684525 2.959213265 DDB1_HUMAN[60-69] 
ICEADRVAIKANIVHLMLS KICEADRVAI 31.01 1173.617569 2.038994697 XPO2_HUMAN[83-92] 
IDGFKCFTKKMDDSALQLN KMDDSALQLNHTANEFAR 52.61 2059.974503 -1.214092697 SNX18_HUMAN[437-454] 
IEAFRASLSKLGDVYVNDA KLGDVYVNDAFGTAHR 84.47 1761.879837 2.046677602 PGK1_HUMAN[156-171] 
IEDNNTLVFIVDVKANKHQ KKIEDNNTLVF 46.28 1319.708496 1.551857858 RL23A_HUMAN[88-98] 
IEEIKDFLLTARRKDAKSV KIEEIKDFLL 38.39 1246.717255 2.06061157 RL38_HUMAN[4-13] 
IEFGVDVTTKEIVLADVID KEIVLADVIDNDSWRLWPSGDRSQQ 95.59 2926.457321 5.24593333 PUR6_HUMAN[201-225] 
IERDKAERAKKYGGSVGSQ KKYGGSVGSQPPPVAPEPGPVPSSPSQEPPT 42.83 3054.529846 3.062991842 SAKS1_HUMAN[177-207] 
IFAKPEEQRKTLEEDVDDR KTLEEDVDDRAPSK 91.69 1601.789658 -0.921469303 NOG2_HUMAN[641-654] 
IFFAGDTIPKSPFVVQVGE KSPFVVQVGEACNPNACRASGRGLQP 74.02 2798.370453 2.222364803 FLNB_HUMAN[439-464] 
IGRPGYKVTKQRDSEMGQQ KQRDSEMGQQSLLF 50.01 1665.814438 1.750495093 SF3A2_HUMAN[121-134] 
IIFEDDRCLAFHDISPQAP AFHDISPQAPTHFLVIPK 70.65 2017.078537 2.383149645 HINT1_HUMAN[40-57] 
IKNEVQEVKDKAQKIVDEI TVSAQASAKIKNEVQEVK 32.26 1929.05307 4.453998769 DYH8_HUMAN[3110-3127] 
IKNYILMRMKSQAFIEMET KSQAFIEMETREDAMAMVDHCL 77.99 2611.15387 3.022418591 MATR3_HUMAN[532-553] 
IKREIKILENLRGGPNIIT NLRGGPNIITLADIVKDPVSRTPALVFEHVNNTDF 40.37 3832.027176 5.40105773 CSK21_HUMAN[87-121] 
IKREVKILENLRGGTNIIK NLRGGTNIIKLIDTVKDPVS 58.04 2152.221558 4.072071468 CSK22_HUMAN[88-107] 
IKSLTEYLQNVEQKKRQLE KIKSLTEYLQ 59.8 1221.696854 -1.98248853 KINH_HUMAN[642-651] 
IKYPENFFLLRGNHECASI KIKYPENFFL 32.72 1297.707031 2.707082505 PP1A_HUMAN[111-120] 
ILDDWGETCKGCAEKSDYI KKILDDWGETC 61.73 1363.644196 -1.117593581 ARMET_HUMAN[138-148] 
ILDILGETCKSEPVKEESS KSEPVKEESSELEQPFAQDTSSVGPDR 90.82 2975.399582 2.268938949 SAFB1_HUMAN[226-252] 
ILLKNQAAQGQWEDVVVVG EDWKILLKNQAAQ 31.89 1555.8358 -6.375351435 UNC5C_HUMAN[618-630] 
ILTERGYSFVTTAEREIVR KILTERGYSF 40.37 1212.650253 0.899682326 ACTA_HUMAN[193-202] 
IMKVTVKTPKEKEEFAVPE KEKEEFAVPENSSVQQF 71.14 1994.958511 3.283777564 UBQL1_HUMAN[45-61] 
IMLPWDPTGKIGPKKPLPD KVKIMLPWDPTG 40.42 1383.758438 2.526452525 RS3_HUMAN[185-196] 
INAVVETGRRLVSDGNINS RLVSDGNINSDRIQE 45.07 1714.859802 1.657278337 SPTB2_HUMAN[1234-1248] 
IPGSAVLIFNVHVIDFHNP NVHVIDFHNPADVVEIRTL 89.5 2187.143661 6.022923978 FKB10_HUMAN[367-385] 
IPVGPETLGRIMNVIGEPI RIMNVIGEPIDERGPIKT 49.21 2037.104065 0.578271881 ATPB_HUMAN[143-160] 
IRMNRVVRNNLRVRLGDVI NLRVRLGDVISIQPCPDVKYG 45.95 2398.279099 2.302484311 TERA_HUMAN[91-111] 
IRTDAGFTLRWVRKTPWYQ KIRTDAGFTL 30.96 1120.624054 1.256442778 VINC_HUMAN[1115-1124] 
ISRLDAELVKYKDQIKKMR KISRLDAELV 36.16 1142.665894 0.400817074 CHMP5_HUMAN[34-43] 
ISYSGQFLVKSGYAFVDCP KSGYAFVDCPDEHWAM 35.57 1911.792007 3.555303074 IF2B1_HUMAN[36-51] 
ITALDEFATKLIQNNHYAM KLIQNNHYAMEDVATR 107.67 1901.941742 2.502705469 SPTA2_HUMAN[532-547] 
ITKFENAFLSHVVSQHQAL SHVVSQHQALLGTIRADG 32.91 1887.991516 -0.410489133 ATPA_HUMAN[513-530] 
ITNLKITCEKIEALEQENS KIEALEQENSELERENR 68.72 2086.028992 -1.395474373 GRDN_HUMAN[657-673] 
IWDISQPGSKSPISQLDCL KSPISQLDCLNRDNYIRSC 35.91 2338.115768 1.425934526 TLE3_HUMAN[520-538] 
IWHHTFYNELRVAPEEHPV LRVAPEEHPVLLTEAPLNP 63.31 2094.147308 3.965337094 ACTB_HUMAN[94-112] 
IWNVHSVLNVLHSLVDKSN KIWNVHSVLN 36.94 1208.66658 1.730832998 IF3EI_HUMAN[220-229] 
IYFMAGSSRKEAESSPFVE KEAESSPFVERLL 67.5 1503.793274 2.214400116 ENPL_HUMAN[547-559] 
KAAHAAKTVKHGAGAEIST KHGAGAEISTVNPEQYS 37.02 1786.848572 0.974900743 PI42A_HUMAN[378-394] 
KAASKTLLEKSQFSDKPVQ KSQFSDKPVQDRGLVVTDL 53.63 2131.12735 3.183291698 CHID1_HUMAN[37-55] 
KAKKPALVAKSSILLDVKP KSSILLDVKPWDDETDMAQLEACVR 56.21 2918.415375 6.437054903 EF1D_HUMAN[195-219] 
KATNLTRETKLINDCHGSV KLINDCHGSVSEASSEQ 79.37 1859.83194 -0.751680821 LRBA_HUMAN[1223-1239] 
KCQQAEKILKEQERLAYIN KEQERLAYINPDLALEE 41.88 2030.031967 2.278289246 STIP1_HUMAN[347-363] 
KDDEKSKKSKEEYQQTWYH KEEYQQTWYHEGPNSL 49.57 2007.89624 3.93645839 PRP4_HUMAN[159-174] 
KDDTDDEIAKYDGKWEVEE KYDGKWEVEEM 36.67 1412.628189 3.082906057 CALX_HUMAN[99-109] 
KEFPGLAGVKIAEVDCTAE KIAEVDCTAERNICS 47.44 1764.813446 0.76382011 TXND5_HUMAN[375-389] 
KEGETVEPYKVNLSQDLEH KVNLSQDLEHQLQ 63.11 1550.805252 2.056995871 DHX9_HUMAN[275-287] 
KEKQIEQQKKIQMSNLMNQ KIQMSNLMNQARL 89.42 1545.811905 1.868920786 VATE1_HUMAN[69-81] 
KFDQLLAEEKSISARYAEE KKFDQLLAEE 33.96 1219.644821 2.73932209 MYH10_HUMAN[1451-1460] 
KFMGTELNGKTLGILGLGR KTLGILGLGRIGREV 31.04 1580.972595 -1.457330764 SERA_HUMAN[146-160] 
KGDSSAEELKLATQLTGPV KLATQLTGPVMPVRNVYK 69.89 2014.13974 1.569404514 RL13_HUMAN[145-162] 
KHYRLYVIYKVPQVRVLDF KVPQVRVLDFQ 44.93 1327.76123 1.726213982 RU2A_HUMAN[138-148] 
KIFRLSDVLKPLTDAQVEA KIFRLSDVL 32.05 1089.654617 0.575411686 SYMPK_HUMAN[542-550] 
KIKSGERGRKGPGPGGPGG KGPGPGGPGGAGVARGGAGGGPSGD 49.13 1945.935501 0.504127706 NEUG_HUMAN[54-78] 
KILIWSGRFKKEDEIPETV KKEDEIPETVSLEMLDAA 36.52 2016.992493 5.949947777 F162A_HUMAN[78-95] 
KIVFVTGNAKKLEEVVQIL KKLEEVVQILGDKFPCTLVAQ 62.33 2414.32431 3.339236558 ITPA_HUMAN[18-38] 
KKFKDPNAPKRPPSAFFLF KRPPSAFFLF 35.55 1208.670609 1.632371951 HMGB1_HUMAN[96-105] 
KKKNNIKLYVRRVFIMDSC VRRVFIMDSCDELIPEYLNF 39.93 2515.223938 2.796570076 H90B3_HUMAN[299-318] 
KKLVKAFKKKFACNGTVIE KFACNGTVIEHPEYGEVIQLQGDQR 85.73 2887.392288 1.570967692 EIF1B_HUMAN[66-90] 
KKRRKKKKSKGPSAAGEQE KGPSAAGEQEPDKESGASVDEVAR 81.33 2413.135696 0.101527652 AMPM2_HUMAN[46-69] 
KKVVDPFSKKDWYDVKAPA KDWYDVKAPAMF 77.67 1469.701309 2.793084537 RS3A_HUMAN[28-39] 
KKWNLDELPKFEKNFYQEH KKWNLDELP 32.12 1141.613129 -2.238061157 DDX5_HUMAN[44-52] 
KLEDGPKFLKSGDAAIVDM KSGDAAIVDMVPGKPMCVESFSDYPPLGRF 60.91 3269.555939 4.252259408 EF1A1_HUMAN[395-424] 
KLEDNPKSLKSGDAAIVEM KSGDAAIVEMVPGKPMCVESFSQYPPLGRFAVRD 34.34 3737.836792 3.740131198 EF1A2_HUMAN[395-428] 
KLIELQAGKKSLEDQVEML KSLEDQVEMLRTV 71.81 1546.802475 1.098394932 GLU2B_HUMAN[167-179] 
KLLELDSFLKEPILNIHDL KKLLELDSFL 44.96 1204.706696 3.29208762 PSME3_HUMAN[36-45] 
KLNCQVIGASVDSHFCHLA SVDSHFCHLAWVNTPK 78.59 1896.894119 2.907384205 PRDX1_HUMAN[77-92] 
KLSELLRYYTSASGDEMVS KLSELLRYY 51.23 1183.660065 0.977476587 HS90A_HUMAN[458-466] 
KLSGKKQKGKRGGGDEESG KRGGGDEESGEHTQVPADSPDSQEEQ 78.61 2768.175751 -0.711298768 AKA12_HUMAN[536-561] 
KLTPFIIQENLNLALNSAS KKLTPFIIQE 37.3 1215.722687 3.468718685 PLST_HUMAN[183-192] 
KLVGSVNLFSDENVPRLVN SDENVPRLVNVLKM 36.65 1628.855576 -8.935721628 MBB1A_HUMAN[240-253] 
KLYIDSRARRNLGSINTEL RNLGSINTELQDVQR 64.67 1741.907089 1.746935884 SC22B_HUMAN[133-147] 
KNIKQRFMFNIADGGFTEL NIADGGFTELHSLWQNEERAATVTK 33.47 2786.36235 3.166494121 CHD4_HUMAN[1699-1723] 
KPGGFDISLFYRDIISIAE KKPGGFDISL 31.88 1060.59169 2.717351104 KU70_HUMAN[206-215] 
KPMGPAHWEKIEAINQAIA KIEAINQAIANEYEVRR 32.68 2016.075165 0.023808636 FA98A_HUMAN[204-220] 
KPYGVLYKKKNITRPFEDQ KNITRPFEDQTSLEFFS 37.24 2058.005814 3.390660975 BXDC1_HUMAN[66-82] 
KQLADETLLKVDLENRCQS KVDLENRCQSLTEDLEFR 41.7 2251.090271 3.324167003 LMNB1_HUMAN[191-208] 
KQRDLAKMRKCLRPEELTN KCLRPEELTNQMNQIEISM 51.17 2333.117722 2.948843916 HAT1_HUMAN[375-393] 
KQTSGMEYKKTDAPQPDVK KTDAPQPDVKEEEEEKEEE 70.47 2258.007339 -0.321522427 CALX_HUMAN[516-534] 
KRGFGFVTFDDHDPVDKIV KRGFGFVTF 34.71 1057.570923 1.823991146 ROA2_HUMAN[152-160] 
KRIVENDKSKILTTIEDLD KILTTIEDLDQK 85.33 1415.78714 1.767214809 SMC2_HUMAN[1014-1025] 
KRKEEEEAEDKEDDEDKDE EDKKRKEEEEAE 31.88 1518.71611 -3.876300489 CALR_HUMAN[372-383] 
KRLELPEHLKIKEDNFFQV KIKEDNFFQVS 33.8 1353.692856 -0.098988481 RIFK_HUMAN[144-154] 
KSFLQHVEELCTNNNLKFQ LCTNNNLKFQ 30.53 1250.607742 8.347141673 PTPRQ_HUMAN[2028-2037] 
KSPLSWIEEKGPGLKRNRY KKSPLSWIEE 41.51 1215.649902 2.59285177 BIEA_HUMAN[209-218] 
KTAKLHVAVKVLQDMGLPT KVLQDMGLPTGAEGRDSSKGEDSAEETEA 76.65 3006.372375 2.686293976 ILF3_HUMAN[460-488] 
KTKGPDAASKLPLVTPHTQ KLPLVTPHTQCRL 53.83 1561.876266 -0.835533536 PRS4_HUMAN[48-60] 
KTTMRDVYKKFDLGQDVID KFDLGQDVIDFTGHALALYRTDDYLDQPCYETINRI 38.83 4275.058273 7.199667942 GDIB_HUMAN[174-209] 
KVEKVTISNRLVSSPCCIV RLVSSPCCIVTSTYGWTANMERIM 54.28 2831.322693 -0.855077383 HS90B_HUMAN[583-606] 
KVEKVVVSNRLVTSPCCIV RLVTSPCCIVTSTYGWTANMERIM 47.09 2845.338348 -1.892569298 HS90A_HUMAN[591-614] 
KYAFKCHRLKENNIEQIYP KENNIEQIYPVNAISFHNIHN 34.71 2493.240021 1.316359425 BUB3_HUMAN[227-247] 
LAADPDPNVKSGSELLDRL KSGSELLDRLL 30.76 1229.697922 3.017001114 VAC14_HUMAN[151-161] 
LAHGLLEELKTVLSSHKVL KLAHGLLEEL 48.37 1121.644424 2.351903993 GCN1L_HUMAN[599-608] 
LAKATRDSCKTTIEAIHGL KTTIEAIHGLMSQVIKD 68.31 1883.018616 2.026533337 CSN5_HUMAN[309-325] 
LAVNMVPFPRLHFFMPGFA RLHFFMPGFAP 64.42 1318.66449 0.858444289 TBB1_HUMAN[262-272] 
LCEIERIHFFLSKKKTDEL LCEIERIHF 32.61 1215.60701 3.129300809 DEK_HUMAN[88-96] 
LDDDFKEMEKKVDVTSKAV KVGGAEGTKLDDDFKEME 60.96 1967.914612 1.134195552 SH3G1_HUMAN[20-37] 
LDDYQERMNKGERLNQDQL KGERLNQDQLDAVS 40.52 1571.790329 0.111338005 CAPR1_HUMAN[84-97] 
LDELYGTWRKAASLKSNYN KLDELYGTWR 57.39 1279.656067 2.224816553 RL4_HUMAN[259-268] 
LEHEYIQNFKILQAGFKRM KLEHEYIQNF 43.94 1319.65097 -0.55166102 MARE1_HUMAN[66-75] 
LENSIIPVHKQTENLQRLQ KQTENLQRLQENVE 39.13 1727.880188 -0.333356447 EXOC7_HUMAN[65-78] 
LEVQAEEERKQVENERREL KLEVQAEEER 87.08 1229.625137 -1.720036405 PININ_HUMAN[176-185] 
LFEGLKFFLNREVPREALA NREVPREALAF 30.21 1300.688751 -0.228340562 PESC_HUMAN[335-345] 
LFEHYYQELKIVPEGEWGQ KIVPEGEWGQFMDALREPLPATLRITGY 51.6 3186.653564 4.219787225 NSUN2_HUMAN[56-83] 
LFHEVVQAFRAAVATTRGD RAAVATTRGDQESAEAN 41.94 1745.829224 -0.160955033 NOC2L_HUMAN[178-194] 
LGIDDLVHFDFMDPPAPET KLGIDDLVHF 37.64 1155.628815 2.480900409 DHX15_HUMAN[516-525] 
LGYANAKIYKLDDPSCPRP KLDDPSCPRPECYR 43.43 1791.803223 -0.195892046 IF2G_HUMAN[90-103] 
LIINSLYKNKEIFLRELIS KEIFLRELISNASDALD 37.61 1933.01561 3.845804432 ENPL_HUMAN[97-113] 
LIMGIGHRVKSINNPDMRV KSINNPDMRVQIL 32.08 1526.823868 -0.429650082 ACLY_HUMAN[978-990] 
LISKSNPTPKPTVSPSSSS KPTVSPSSSSPNALVAQGSHSSTNSPVH 41.14 2759.347458 1.377861997 K2030_HUMAN[1084-1111] 
LKDDEVAQLKKSADTLWDI KKSADTLWDIQKDL 50.39 1659.883163 0.288574528 LDHB_HUMAN[318-331] 
LKEENFFGPKEEVKLETHI KLKEENFFGP 37.75 1207.623703 -1.274403605 IF2B1_HUMAN[473-482] 
LKILYMSNNLVKDWAEFVK LVKDWAEFVKLAELP 32.53 1756.976334 -3.507161639 DNAL1_HUMAN[126-140] 
LKLAEMQRMSENLRGADQK SENLRGADQKPTSADCAVRA 45.55 2145.023254 -0.957099181 SFR14_HUMAN[641-660] 
LKLHSFESHKDEIFQVQWS KDEIFQVQWSPHNETILASSGTDRRLNVWDLS 51.87 3740.854675 1.293287342 RBBP4_HUMAN[317-348] 
LKLHTFESHKDEIFQVHWS KDEIFQVHWSPHNETILA 51.84 2163.07489 2.780301333 RBBP7_HUMAN[316-333] 
LKPEYDIMCKVKSWVIDQK KLKPEYDIMC 41.84 1295.625351 1.306704904 OLA1_HUMAN[178-187] 
LLDIRSYLEKVATGKLPIN KLLDIRSYLE 54.86 1248.707748 3.118423832 PSD7_HUMAN[204-213] 
LLGRVTIAQGGVLPNIQAV KLLGRVTIAQ 42.73 1097.692062 2.268395742 H2A1B_HUMAN[96-105] 
LLKDKNEFHKHVEFDFLIK KHVEFDFLI 40.74 1146.607346 2.700139687 WDR12_HUMAN[49-57] 
LLKEAGEANKAIQDHLLEV KAIQDHLLEVEQS 31.07 1508.783447 0.793354409 TPR_HUMAN[322-334] 
LLKLFQGVNKAQDGFTQWC KAQDGFTQWCEQMLH 68.07 1877.818893 3.73358689 PERQ2_HUMAN[1130-1144] 
LLLQQRSDAKITFPGCFTN KITFPGCFTNTCCSHPLSNPAELEESDALGVRRAA 93.11 3904.829468 4.955914249 IDI1_HUMAN[74-108] 
LLTKNGHVYKYDGFRESEF KYDGFRESEFE 40.97 1405.61499 -0.624637619 SSRP1_HUMAN[73-83] 
LNIDSIIQRLLEVRGSKPG KLNIDSIIQR 48.99 1198.703339 1.021937589 PP1G_HUMAN[6-15] 
LNIGDLQVTKETIEDVEEM KETIEDVEEMLNNLPGVTSVHSRFYDLSS 52.58 3308.587067 3.537461691 PSD13_HUMAN[132-160] 
LNLKPRSTPKEDDSSASTS KEDDSSASTSQSTRAASIFGGAKPVDTAA 68.44 2854.358063 2.111858382 IF4B_HUMAN[343-371] 
LPVHTEISWKADGKIMALG KLPVHTEISW 45.26 1208.65535 1.633219925 GEMI5_HUMAN[535-544] 
LQAQVRIGGKGTAHRKKKV KLQAQVRIGG 57.15 1068.640366 0.101062999 BT3L3_HUMAN[43-52] 
LQDMLDGFIKKFVLCPECE KKFVLCPECENPETDLHVNP 53.11 2425.14061 -2.473258654 IF5_HUMAN[94-113] 
LQNILSQLRKCVDHPYLFD KCVDHPYLFDGVEPEPFEVGDHLTEASG 74.76 3143.418259 2.787411435 CHD1L_HUMAN[320-347] 
LQNIMMLLRKCCNHPYLIE KCCNHPYLIEYPIDPVTQEF 60.35 2522.161011 2.597772296 HELLS_HUMAN[569-588] 
LRGQRAKSMKFVDGLMIHS KFVDGLMIHSGDPVNYYVDTAVRH 93.24 2732.338089 3.034397549 RS3_HUMAN[151-174] 
LRLLEIVSYKIIGVHQEDE KIIGVHQEDELLECLSPATSRTF 98.5 2642.337387 1.890371769 UBP7_HUMAN[948-970] 
LRQNLDALLNQLKSFPARL KLRQNLDALL 38.96 1182.70842 3.552862167 DYHC1_HUMAN[1358-1367] 
LSDGTFKDSKAETETEIST KAETETEISTRAS 37.61 1421.699768 -0.328480042 MIPT3_HUMAN[325-337] 
LSGFSFKKNKKEAGEGGEA KKEAGEGGEAEAPAAEGGKDEAAGGAAAA 101.81 2569.189148 -0.041647381 MARCS_HUMAN[175-203] 
LSKRLKKVWKPQLFEREFY KPQLFEREFYSEILD 41.96 1912.957047 3.677552515 RM28_HUMAN[106-120] 
LSSGNEENKKEEDNDEIKI KEEDNDEIKIGTSC 62.32 1636.725006 1.605645414 CHRD1_HUMAN[144-157] 
LSTENKITTKNAFGLHLID KNAFGLHLIDF 33.59 1273.6819 3.707362097 CND2_HUMAN[126-136] 
LTGEVVALKKIRLDTETEG KIRLDTETEGVPSTAIREISLL 39.37 2440.353668 1.17769815 CDK2_HUMAN[34-55] 
LTNELQNLKKKYLAQKRKE KEYKYEVEKLTNELQNLK 30.98 2268.200089 0.022484789 CC147_HUMAN[806-823] 
LVQLILHEYKIFNAEVLFR KLVQLILHEY 36.09 1254.733582 1.778863682 DRG2_HUMAN[201-210] 
LVRDAFALAKEKAPSIIFI KLVRDAFALA 31.57 1102.649857 2.226454739 PRS6A_HUMAN[266-275] 
LVSDANEQYKLVSDTIGQR KLVSDTIGQRVDEIDAAIQR 49.57 2226.196793 -0.40921809 MACF1_HUMAN[3695-3714] 
LVVDSHVQYRLGNVDAFQL RLGNVDAFQLADGLQYIFAHVGQLTGMYRY 67.52 3415.713562 6.564075 PRP8_HUMAN[565-594] 
LWDVRDSMCRQTFIGHESD KLWDVRDSMC 32.9 1308.595474 3.04907061 GBB2_HUMAN[209-218] 
LYPDSRVRPTREILEFPAR TREILEFPARDVYVPNTTYR 39.54 2439.254639 2.10843096 DOCK7_HUMAN[542-561] 
MCLFAGFQRKAVVVCPKDE KMCLFAGFQR 60.15 1256.615814 1.948089442 HNRPU_HUMAN[591-600] 
MGKKQNGKSKKVEEAEPEE KKVEEAEPEEFVVE 51.3 1660.81955 2.133886249 CBX3_HUMAN[20-33] 
MIEMQAKIDEERKALETKL EERKALETKLDMEE 30.95 1735.829773 -3.716378242 KIF3A_HUMAN[431-444] 
MKKANEDELKRLDEELEDA KRLDEELEDAE 45.6 1345.636093 -0.550668939 PSMD6_HUMAN[82-92] 
MLLLEILHEIKSFPLHFDE IKSFPLHFDENSFFAGDK 44.04 2098.015991 1.406090331 ERO1A_HUMAN[351-368] 
MLPRDERRFKAADLNGDLT KAADLNGDLTATREEFTAFLHPEEFEHM 46.18 3218.497849 6.326864567 RCN1_HUMAN[176-203] 
MLQHIDYRMRCILQDGRIF RCILQDGRIFIGTF 38.32 1694.892654 3.249763333 RSMB_HUMAN[18-31] 
MPSGEFARICRDLSHIGDA CRDLSHIGDAVVISCA 68.54 1771.834549 2.627220472 PCNA_HUMAN[148-163] 
MRGQAFVIFKELGSSTNAL KELGSSTNALRQLQGFPFYGKP 39.33 2437.275375 2.58690506 RU2B_HUMAN[57-78] 
MRNRRRIQRRGPCIIYNED RGPCIIYNEDNGIIKAF 55.57 1978.993454 4.097032248 RL4_HUMAN[205-221] 
MRPFEGFQRKAIVICPTDE KAIVICPTDEDLKDRTI 67.95 1986.045563 3.10717947 HNRL1_HUMAN[527-543] 
MRVIRVGTRKSQLARIQTD KSQLARIQTDSVVATL 33.24 1728.973389 1.534436572 HEM3_HUMAN[27-42] 
MSTEEIIQRTRLLDSEIKI TRLLDSEIKIM 61.15 1317.73259 3.924923797 PRS6A_HUMAN[45-55] 
MYDAAKLLYNNVSNFGRLA NNVSNFGRLASTLVHLGEYQAAVDGAR 63.87 2858.442337 5.532733613 CLH1_HUMAN[1219-1245] 
NAWADIERFKEQKNRDLKE KNAWADIERF 38.6 1248.625092 4.598658186 SNX4_HUMAN[401-410] 
NFITAEELRRELPPDQAEY KVLAGDKNFITAEELR 45.82 1802.989014 0.381033936 ACTN4_HUMAN[853-868] 
NGAAKQSNPKSSPGQPEAG KSSPGQPEAGPEGAQERPSQAAPAVEAEGPGSSQAPR 60.3 3611.720001 2.633094481 TXLNA_HUMAN[17-53] 
NIGLGFKTPKEAIEGTYID KEAIEGTYIDK 39.92 1265.650299 2.657132071 RS11_HUMAN[48-58] 
NIGVDNPAAKVLVDMSRVQ KVLVDMSRVQDDEVGDGTTSVTVLAAELLREAESLIAK 52.6 4057.125275 6.89774116 TCPB_HUMAN[82-119] 
NILLTIGSYKNKSELLPTV KKNILLTIGSY 53.27 1248.744141 2.717129866 PYR1_HUMAN[1312-1322] 
NKKLVKKLAKKYDAFLASE KKYDAFLASESLI 42.51 1483.792206 2.221335297 RL10A_HUMAN[105-117] 
NKMGLKGPLKTPIAAGHPS KTPIAAGHPSMNLLLR 44.28 1717.96611 2.259648766 IDH3A_HUMAN[100-115] 
NKRDEHLLKKRNVPQEESL KRNVPQEESLEDSDVDADF 45.48 2191.986923 -0.119070053 IMA3_HUMAN[48-66] 
NLQYYDISAKSNYNFEKPF KSNYNFEKPFLWLAR 52.47 1911.999512 2.692992319 RAN_HUMAN[152-166] 
NNAQSIRAIKGPHLANSIL KGPHLANSILF 31.3 1195.671326 1.050455901 GNL3_HUMAN[444-454] 
NNGGAAAMEKLSSIKSQTI KLSSIKSQTIYEIIDNSQGFYVCPVEPQNRS 67.1 3599.792969 7.398203238 SERC_HUMAN[269-299] 
NPVIAQKIQKLMDVGLIAI KLMDVGLIAIR 47.72 1227.737289 3.455136565 STIP1_HUMAN[533-543] 
NQDDADRAQKAFEAVDKAY SILVHPDKNQDDADRAQ 71.19 1920.928955 0.11400734 DNJC8_HUMAN[81-97] 
NRIIVEADRKGAVGASVTS KGAVGASVTSSTHE 81.96 1329.652466 -0.115819738 RPC2_HUMAN[196-209] 
NSAQGNVYVKCPSIAAAIA KCPSIAAAIAAVNALHGRWFAG 73.12 2280.194946 2.739239472 RBM39_HUMAN[477-498] 
NSGVPDDIFKLDDLSVLDL KLDDLSVLDLSHNQLTECPRELENA 72.44 2908.423615 3.079675173 FLII_HUMAN[102-126] 
NVKLNEDKPKETKSEETLD KETKSEETLDEGPPKYT 71.43 1950.942184 2.02876335 FKBP3_HUMAN[96-112] 
NVMNDAWRLFQLEKATGNP KNVMNDAWRL 41.35 1245.628799 1.826386803 IDE_HUMAN[192-201] 
NVPYVFVRSKQALGRACGV KQALGRACGVSRPVIAC 41.44 1841.971634 1.557570131 NH2L1_HUMAN[86-102] 
NVTLPAVFKAPIRPDIVNF APIRPDIVNFVHTNLR 50.03 1861.032242 0.49972267 RL4_HUMAN[30-45] 
PDCIITCDGKNLTIKTEST KNLTIKTESTL 65.54 1246.713242 1.653948904 FABP5_HUMAN[50-60] 
PDIDAWELRKGINTLVTYD KPDIDAWELR 35.23 1241.640411 3.296445544 COX5A_HUMAN[62-71] 
PDIFQLVSVKLPKSSSQEV KEKPDIFQLVSV 31.24 1401.786758 2.58527196 WDR75_HUMAN[121-132] 
PDWGKGYSRKAAALEFLNR KAAALEFLNRFEEA 80.74 1607.830704 2.326115549 STIP1_HUMAN[78-91] 
PEHIPDPDAKKPEDWDEEM KKPEDWDEEMDGEWEPPVIQNPEY 76.26 2959.285782 -0.08110065 CALR_HUMAN[248-271] 
PEPKPLVQEKEEIKEEVFQ KNYLPLLEPVKPEPKPLVQE 34.01 2330.324921 2.87513554 RBM27_HUMAN[75-94] 
PERGKMRVHKINNVNKALD KINNVNKALDFIAS 34.76 1545.851456 2.022186535 ACTN4_HUMAN[108-121] 
PFYVVAESFKFVRLFPLNQ KFVRLFPLNQQDVPDKF 52.63 2090.131302 1.664967171 EI2BA_HUMAN[234-250] 
PISVEGSSKKVKTDTVLIL KVKTDTVLILCR 77.35 1444.843567 1.970455532 CYBP_HUMAN[144-155] 
PLFVRHRTQKEIEQEAAVE KEIEQEAAVELSQLRDPQHDLDRV 55.09 2817.425659 4.94564957 UCRI_HUMAN[182-205] 
PLHELIMQLLEETPEEKQT KPLHELIMQL 32 1220.695084 1.563043896 PA1B2_HUMAN[207-216] 
PLRIIGDPYKVQQACEMVM KMILIQDGSQNTNVDKPLRIIGDPY 47.42 2827.490189 1.950493063 FUBP2_HUMAN[266-290] 
PLRITGDAFKVQQAREMVL KMVMIQDGPLPTGADKPLRITGDAF 61.41 2670.387329 1.271351149 FUBP3_HUMAN[195-219] 
PLRITGDPYKVQQAKEMVL KMVMIQDGPQNTGADKPLRITGDPY 40.05 2744.362564 2.966080396 FUBP1_HUMAN[218-242] 
PLSFKVGVGKVIRGWDEAL KVIRGWDEALLTMS 62.7 1617.854843 2.107111163 FKBP3_HUMAN[170-183] 
PNATQEELKKAYRKLALKY VKETTYYDVLGVKPNATQEELK 73.54 2524.306061 2.389171461 DNJA1_HUMAN[2-23] 
PNEGADGQWKKGFVLHKSK KVEFNIRKPNEGADGQW 75.29 1986.99115 2.230508173 PAIRB_HUMAN[303-319] 
PPPPARVQLVRANTNSLEV KDLWYLETEKPPPPARVQL 76.64 2279.231369 1.897569531 HCFC1_HUMAN[354-372] 
PPPSKEELLKLTETVVTEY KLTETVVTEYLNSGNANEAVNGVREMRAP 115.07 3161.577484 4.996556333 IF4G2_HUMAN[546-574] 
PPPVELRAAALRAEITDAE KLATAMQEGEYDAERPPSKPPPVELRAA 85.58 3050.549454 4.762748554 DCTN1_HUMAN[902-929] 
PPQVVRVGTKKTSFVNFTD KKTSFVNFTDIC 56.28 1458.717712 1.194199526 IF2BL_HUMAN[209-220] 
PPVGEGLNRKAEVTLDGVW KEVVVYLDDNQKPPVGEGLNR 78.15 2368.238663 2.706230626 NUP98_HUMAN[797-817] 
PQKQNDGQRKDPSKNQGGG KDPSKNQGGGLSSSGAGEGQGP 111.8 2013.935181 -0.779071747 SYEP_HUMAN[987-1008] 
PRQIDNPDYKGTWIHPEID KGTWIHPEIDNPEYSPDPSIY 59.79 2457.148834 4.847081233 CALR_HUMAN[286-306] 
PTPVVSTPSKVTAAAMAGN KTTPASGERGIASTSDPPTANIKPTPVVSTPS 46.26 3163.636093 2.63589103 TPR_HUMAN[1648-1679] 
PTVSRVVSSTRLVNPPPRS TRLVNPPPRSSGNAATSGNAAT 31.65 2138.082825 -1.133725958 PAPOA_HUMAN[619-640] 
PVCFVGRLEKIHPTGKMFI RINAGMLAQFIDKPVCFVGRLE 39.49 2533.329742 4.452243154 RFA3_HUMAN[11-32] 
PVIVFVPSRKQTRLTAIDI KQTRLTAIDILT 34.19 1371.808548 0.106428845 U520_HUMAN[1567-1578] 
PVNKDRYISKMFLRGDSVI KMFLRGDSVIVVLRNPLIAG 35.98 2197.276901 2.931810732 SMD2_HUMAN[98-117] 
PWDDETDMAKLEECVRSIQ KSSILLDVKPWDDETDMA 50.79 2061.992859 4.338036362 EF1B_HUMAN[139-156] 
QAFKELLKEKRVPSNASWE KRVPSNASWEQAM 41.77 1502.729965 -0.008650922 PR40A_HUMAN[407-419] 
QDAQVVLYRSYRHGDLPDI SYRHGDLPDIQI 34.93 1412.704819 2.842065763 PRKDC_HUMAN[2774-2785] 
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QIGIIKTNKKTGQPMINLY KTGQPMINLYTDRETGK 56.99 1950.983292 1.942097616 FUS_HUMAN[316-332] 
QIMKEIQEHKIKIYEFPET KIKIYEFPETDDEEEN 45.28 1997.910538 3.521679207 SEPT7_HUMAN[219-234] 
QIRAMLGQFSQAEALLMKA SQAEALLMKAGVQ 36.11 1344.707108 -5.58114102 ME5D1_HUMAN[147-159] 
QIRSKINVYKRFYPAEWQD KRFYPAEWQDFLDSLQ 53.48 2041.989761 4.462803964 U384_HUMAN[156-171] 
QKPMAKGPAKNSEPEEVIP KNSEPEEVIPSRLDIRVG 32.91 2037.085434 1.850683303 SYYC_HUMAN[356-373] 
QKYRLKDLTFLLEKQHELI FLLEKQHELI 33.61 1268.712845 -9.374855821 TRPA1_HUMAN[1056-1065] 
QPTEEEASSKEDSAPSKPV KEDSAPSKPVVGIIYPPPEVRNIVD 58.16 2718.459213 3.185995934 SF3A1_HUMAN[30-54] 
QPVFGANYIKGTVKAEAGG KDCEIKQPVFGANYI 42.66 1780.88179 3.050174375 WBP2_HUMAN[78-92] 
QQEIVVSRGKILELLRPDP KILELLRPDPNTG 30.17 1464.830002 2.949147679 SF3B3_HUMAN[36-48] 
QQLLIGAYAKALEIIPRQL KALEIIPRQLCDNAGFDATNILN 31.05 2585.327133 4.38590531 TCPH_HUMAN[440-462] 
QQMAREYREKIETELRDIC KIETELRDICNDVLSLLE 37.39 2159.114349 4.072503156 1433Z_HUMAN[85-102] 
QSEDTNTESKESDTKNEVN KESDTKNEVNGTSEDIKSEGDTQSN 73.01 2711.200546 -1.623634964 CROP_HUMAN[408-432] 
QTELRLLEQKVELAQLQEE KVELAQLQEEWNEHNA 73.67 1936.927856 4.334699392 PININ_HUMAN[212-227] 
QTESTSFLEKKVKKKFDWT KATAAGVKQTESTSFLE 49.61 1766.905029 0.561999646 PSA6_HUMAN[164-180] 
QYGNEVFLAKLIAQACVSI KLIAQACVSIFPDSGHFNVDNIRVC 80.9 2859.416016 5.811326476 TCPQ_HUMAN[181-205] 
RAGFVPVYLRQTPNDLTGE RQTPNDLTGEHSCIML 36.12 1870.866562 3.319317436 NAT10_HUMAN[734-749] 
RANEFLEVGKKQPALDVLY KKQPALDVLYDVM 40.82 1518.811584 1.948892168 EIF3A_HUMAN[23-35] 
RASVFVKLQKPNAAIRDCD KPNAAIRDCDRAIEINPDSAQPY 44.76 2613.260498 -1.112020789 F10A1_HUMAN[163-185] 
RCPTPEIQKKSTGDVPHTS KSTGDVPHTSVTGDSGSGKPF 69.44 2059.98111 1.44758609 UBP8_HUMAN[583-603] 
RDELTLEGIKQFFVAVERE KRDELTLEGI 56.31 1172.640076 0.03240551 IF4A3_HUMAN[242-251] 
RDIPDYLCGKISFELMREP KISFELMREPCITPSGITYDR 59.77 2512.245392 1.404719464 STUB1_HUMAN[234-254] 
RECFGACLFTCYDLLRPDV KRECFGACLF 37.16 1286.589996 1.94778446 CLH1_HUMAN[1562-1571] 
RFILNLPTFSVRIIDKNGI SVRIIDKNGIHDLDNISFP 51.67 2152.127655 6.750993588 PSB2_HUMAN[179-197] 
RGRGGSSGAKFRISLGLPV KFRISLGLPVGAVINCADNTGA 108.5 2272.199783 3.331573243 RL23_HUMAN[13-34] 
RGYGKINKKRIALTDNALI RIALTDNALIAR 35.74 1325.777893 -0.0671304 RL7_HUMAN[166-177] 
RHLTGEFEKKYVATLGVEV KYVATLGVEVHPLVFH 89.11 1807.998505 2.028209642 RAN_HUMAN[38-53] 
RHQGTVTEDKNNASHVVYP KNNASHVVYPVPGNLEEEEWVRPVM 51.27 2892.422836 0.603300451 SMRC2_HUMAN[171-195] 
RHTPLSKLMKAYCERQGLS KAYCERQGLSM 37.5 1341.616913 -0.453929877 SUMO2_HUMAN[45-55] 
RILSLLEGQKIAFGGETDE KRILSLLEGQ 30.68 1155.697525 -0.77269353 AL3A2_HUMAN[289-298] 
RKEEEEAEDKEDDEDKDED KEDDEDKDEDEEDEEDKEEDEEEDVPGQA 73.45 3438.287338 -0.02472161 CALR_HUMAN[385-413] 
RLDYITAEIKRYESQLRDL KRLDYITAEI 40.69 1220.676453 0.025395755 PFD6_HUMAN[78-87] 
RLGSLVDEFKELVYPPDYN KRLGSLVDEF 32.92 1162.634613 -0.731958253 KU70_HUMAN[516-525] 
RLLGYVATLKDNFGFIETA KRLLGYVATL 34.45 1132.696808 2.318360908 CSDE1_HUMAN[517-526] 
RLLKKQVVRIMSCSPDTQC IMSCSPDTQCSRDHSMEDPDK 38.68 2494.982147 -0.342687823 UBE2O_HUMAN[397-417] 
RLQLPVWEYKDRFTDILVR KRLQLPVWEY 34.14 1330.739731 4.030089337 DHX15_HUMAN[133-142] 
RNPGVKEGYKFYPPKVELF KFYPPKVELFF 37.16 1413.769653 3.006854752 PUR6_HUMAN[120-130] 
RNSVRLVIRKVQYAPERPG KVQYAPERPGPQPTAETTR 52.52 2125.091599 -1.880860101 ARRB1_HUMAN[170-188] 
RPEILKHEMKVFFVKYNDP KVFFVKYNDPIYV 31.3 1630.875916 1.444622474 AP1B1_HUMAN[322-334] 
RPELGVTLTKLHCWSLTQY KLHCWSLTQYS 38.09 1421.676163 -1.490494147 GLYG_HUMAN[86-96] 
RPFGVSLLYIGWDKHYGFQ KRPFGVSLLY 32.41 1178.681168 -0.240947262 PSA4_HUMAN[127-136] 
RPPDEQRLYKDDQLLDDGK KDDQLLDDGKTLGECGFTSQTARPQAPATVGLA 49.55 3459.694031 4.680182656 ELOB_HUMAN[46-78] 
RPPSAFFLFCSEYRPKIKG KRPPSAFFLF 35.55 1208.670609 1.632371951 HMGB1_HUMAN[96-105] 
RQEELDRGYKSIMELMNVL KSIMELMNVLELR 96.19 1574.852371 4.351518991 SMC3_HUMAN[1012-1024] 
RQSLRSSSSKLAQLTLEQI KLAQLTLEQILEHLDNLRL 49.43 2259.295013 3.779497565 INT3_HUMAN[915-933] 
RRCLENGNLKEKDILVLPL KEKDILVLPLDLTDTGSHEAAT 42.25 2365.237656 2.370163516 DHRS7_HUMAN[101-122] 
RRRKIKELNKKEAVGDLLD KKEAVGDLLDAF 34.78 1304.697601 2.999162409 IF4G1_HUMAN[523-534] 
RSPNDFALWKASKPGEPSW KRSPNDFALW 39.05 1232.630188 2.698295103 SYCC_HUMAN[314-323] 
RSSTVDGLRKRPLIVFDGS KRPLIVFDGSSTSTSI 54.33 1706.920303 0.40482265 ASHWN_HUMAN[98-113] 
RTHQRSKSDATASISLSSN ATASISLSSNLKR 32.94 1346.75174 -2.16001206 PI4KB_HUMAN[279-291] 
RTLLIKTVETRDGQVINET TRDGQVINETSQHHDDLE 39.89 2092.940994 -0.144772357 VIME_HUMAN[449-466] 
RTWEKLLLAARAIVAIENP ARAIVAIENPADVSVISSRNTGQRAVL 53.37 2806.541306 1.905191984 RSSA_HUMAN[62-88] 
RVKANLEKAKQTLENERGE KQTLENERGELANEV 55.33 1728.864197 7.575493797 MYH9_HUMAN[1219-1233] 
SAADGPRVFRVVDSMEDEV RVVDSMEDEVQR 67.32 1461.688187 1.434642504 SYFA_HUMAN[127-138] 
SAAPLIICPMSGIDGFSGH MSGIDGFSGHVGNHGHSMETSP 36.65 2239.937531 1.246016892 TRI27_HUMAN[492-513] 
SALEEFSKMKEEVPTALVE KEEVPTALVEAHVR 75.77 1576.857285 -1.447816503 SMRC2_HUMAN[704-717] 
SCTKPSPSKKRCSDNTEVE KRCSDNTEVEVSNLEN 38.43 1892.853394 0.949888674 ANLN_HUMAN[69-84] 
SDPLCVLFLNTSGQQWYEV NTSGQQWYEVERTERI 36.29 1994.944595 1.135871144 CPNE3_HUMAN[36-51] 
SEKRMKLTLKGGAAVDPDS KGGAAVDPDSGLEHSAHVLE 58.05 1987.95993 1.228394981 PARP1_HUMAN[528-547] 
SEMTPEELQKREEEEFNTG KREEEEFNTGPLSVLTQSV 85.98 2162.08551 5.43641773 SMD2_HUMAN[18-36] 
SEVQQPVHPKPLSPDSRAS KPLSPDSRASSLSESSPPKAM 37.95 2171.089188 -1.177289268 LIMA1_HUMAN[359-379] 
SEVREQINAKVAEWREEGK KSEVREQINA 45.1 1172.614914 -0.162031028 RUVB2_HUMAN[269-278] 
SFRTSPWDPKENLPQDYAR KENLPQDYARIFQF 39.3 1767.894394 2.75468943 TSR1_HUMAN[517-530] 
SFSNTQNSRKEAVLLAKMK KEAVLLAKMKH 30.88 1282.743088 -8.682175023 NEK3_HUMAN[49-59] 
SGFEGMFTKKEGQWDCSVC KEGQWDCSVCLVR 63.57 1635.749756 2.14947304 RBP2_HUMAN[1606-1618] 
SKIETEIKNKMQQKSQKKA KIETEIKN 32.93 973.544373 -0.461201371 CYBP_HUMAN[35-42] 
SLAQGGRTIICTIHQPSAK LMKSLAQGGRTI 31.14 1273.717621 1.980030706 ABCG4_HUMAN[242-253] 
SLEDQVEMLRTVKEEAEKP KKSLEDQVEML 36.64 1318.680222 2.168835137 GLU2B_HUMAN[166-176] 
SLSMELTIQKQNILYHLGE KQNILYHLGEEWQ 51.32 1656.825974 1.942267957 ZW10_HUMAN[170-182] 
SLTAEIDRLKNCGCLGASP RLLQQEEEIKSLTAEIDRL 67.16 2283.243362 3.262902292 SYRC_HUMAN[11-29] 
SMKFVDGLMIHSGDPVNYY IHSGDPVNYYVDTAVRH 75.4 1941.933334 1.935184867 RS3_HUMAN[158-174] 
SQNGEFMTHKLKHTENTFS KGFTEVKSQNGEFMTH 46.87 1838.862137 0.866840405 CALD1_HUMAN[486-501] 
SRGCAVVEFKMEESMKKAA KSRGCAVVEF 30.85 1151.575729 0.464580823 HNRPM_HUMAN[110-119] 
SRLMGLEALKSHIMAAKAV KSRLMGLEAL 37.95 1116.632477 -0.488074645 TCPE_HUMAN[25-34] 
SSGFSGKGFKFDETEQALA KFDETEQALANERK 50.32 1677.832169 -2.8352061 DDX46_HUMAN[779-792] 
SSKYQSSHHKEIIDTANTT KEIIDTANTTEMNSDHHS 46.35 2041.901077 0.928056712 CLSPN_HUMAN[345-362] 
STHQAAIVSKIDSRLEQYT KIDSRLEQYTSAIEGTKSA 83.92 2096.074921 3.320969079 CALD1_HUMAN[674-692] 
STKTRKETQKLREFEEGLV KLREFEEGLVSQY 30.33 1596.814743 2.173702375 NOC3L_HUMAN[293-305] 
STLTDSLVCKAGIIASARA MSVIAHVDHGKSTLTDSLVC 55.43 2169.055847 2.663370797 EF2_HUMAN[22-41] 
STNSSDVSAKSGAVTFSSQ KSGAVTFSSQGRVNPF 49.7 1680.858383 0.207632007 WDHD1_HUMAN[899-914] 
STRRRPYWEKDIIKMLGLE KDIIKMLGLE 41.5 1158.668198 3.14499009 RM30_HUMAN[83-92] 
STSIQSFKDKTISSSLAVV KTISSSLAVVDLIDAIQPGCINYDLVKSGNLTEDDKHNNA 33 4327.164169 9.949010095 PLST_HUMAN[544-583] 
STYYITGESKEQVANSAFV KEQVANSAFVERVR 63.04 1631.874329 -0.322941535 H90B3_HUMAN[364-377] 
SVEMHHEALSEALPGDNVG KPGMVVTFAPVNVTTEVKSVEMHHEAL 65.32 2949.509247 5.253416315 EF1A1_HUMAN[273-299] 
SVKDLVILLYETALLSSGF YETALLSSGFSLEDPQTHANRIYR 105.84 2767.356522 2.00877623 HS90A_HUMAN[667-690] 
SVQRCIALAQLLVEQNFPA QLLVEQNFPAIAIHRGMPQEERLS 48.69 2775.448975 4.207607528 UAP56_HUMAN[305-328] 
SVTEGASARKTQTPAAQPV KTQTPAAQPVPRPVSQARPPPNQ 48.19 2464.32988 -2.612880707 CDC73_HUMAN[331-353] 
TADGKTYYYNNRTLESTWE NNRTLESTWEKPQEL 34.77 1843.906403 1.952919082 TCRG1_HUMAN[449-463] 
TALEEEIKSKVDQVQDIVT KTALEEEIKS 57.91 1146.613174 1.524489723 IQGA2_HUMAN[940-949] 
TALGKNHSRKDGLSDERGR KDGLSDERGRDDCGTFEDTGPLLQFDY 47.92 3105.362198 2.281215378 RRP1B_HUMAN[274-300] 
TALQEEIKSKVDQIQEIVT KTALQEEIKS 46.11 1145.629166 2.239817278 IQGA1_HUMAN[1027-1036] 
TAVETAVLLLRIDDIVSGH LRIDDIVSGH 56.9 1123.598572 2.636172806 TCPG_HUMAN[517-526] 
TDTVLILCRKKVENTRWDY KVKTDTVLILCR 77.35 1444.843567 1.970455532 CYBP_HUMAN[144-155] 
TENNDHINLKVAGQDGSVV EGVKTENNDHINL 44.64 1481.711014 1.08523186 SUMO2_HUMAN[8-20] 
TGCNVLLIQKSILRDALSD KSILRDALSDLALHFLN 59.93 1925.07341 4.109973136 TCPD_HUMAN[302-318] 
TGHGLRGKLKWRPDEEILK KWRPDEEIL 40.02 1184.618942 -1.198697699 RO60_HUMAN[342-350] 
TGHSGTLDPKVTGCLIVCI KVTGCLIVCIERATRLV 40.36 1987.107071 1.997879258 DKC1_HUMAN[127-143] 
TGRDCIQYIKEQRGEPETF KNMDAIIVDSEKTGRDCIQYI 57.41 2468.203918 1.003158605 SMC1A_HUMAN[540-560] 
TGYNVKQLFRRVASALPGM RRVASALPGMENVQE 38.07 1655.841309 0.056164802 RAB6B_HUMAN[168-182] 
THPKSVQSHKDLILQCLDD KDLILQCLDDKDESIRL 63.35 2073.077576 1.252244504 AP3D1_HUMAN[342-358] 
TIAPALVSKKLNVTEQEKI KLNVTEQEKID 58.12 1315.698318 3.370073473 ENOA_HUMAN[81-91] 
TISVDGNKAKLAIWDTAGQ KLAIWDTAGQERF 50.14 1533.793961 1.167692692 RAB18_HUMAN[58-70] 
TLCLRQNLIKCIENLEELQ KCIENLEELQSLRELDLYDNQIK 58.57 2862.443253 2.046852804 PP1R7_HUMAN[111-133] 
TLEAHKDSHKEVVRAAEEA KEVVRAAEEAASTLASSIHPEQCI 55.37 2595.296219 2.328443264 CLAP1_HUMAN[1401-1424] 
TLSDIFLLFKSSDFITRDF KSSDFITRDFTQPFIHCTDDSPDPCIEYELVLR 41.5 4000.861176 7.652352494 CD123_HUMAN[135-167] 
TLVKNCIVLIDSTPYRQWY IDSTPYRQWYESHYALPLGR 42.58 2451.197113 1.888057054 RS8_HUMAN[104-123] 
TLVTRTQGTKIASDGLKGR KIASDGLKGRVFEVSLADLQNDEVAF 63.3 2820.465759 5.266151504 RS3A_HUMAN[56-81] 
TNHPDSASEKNPVTLLKEL RLEYEIKTNHPDSASE 37 1887.896225 -2.602367617 SKA2_HUMAN[25-40] 
TPEEIRKTFNIKNDFTEEE NIKNDFTEEEEAQVR 112.82 1820.854034 4.860356643 SKP1_HUMAN[140-154] 
TPELPEPSVKVKEPSVQEA KVKEPSVQEATSTSDIL 46.77 1830.957458 -1.913752821 SRRM1_HUMAN[229-245] 
TQANDYFKAKDYENAIKFY KDYENAIKFY 38.17 1289.629166 2.423952623 PPP5_HUMAN[42-51] 
TSPFELYQFFVRQPDDSVE FVRQPDDSVERYL 42.96 1622.805267 1.5805963 SYYM_HUMAN[306-318] 
TSQLLETLNQLSTHTHVVD QLSTHTHVVDITRTSPAA 61.84 1933.001755 -0.414381414 DCTN1_HUMAN[1161-1178] 
TSSSLATVKKQLSRVKSKK KLVLADLLEPVKTSSSLATVK 40.87 2211.30896 2.768043774 UT14A_HUMAN[84-104] 
TTGQVVAMKKIRLESEEEG KIRLESEEEGVPSTAIREISLL 46.92 2468.348557 0.76042745 CDC2_HUMAN[34-55] 
TTTIAVEVKKSQHKYVIGP KTTTIAVEVK 53.02 1088.644119 -0.768846297 VIGLN_HUMAN[294-303] 
TVDGPSGKLWRDGRGALQN WRDGRGALQNIIPASTGAA 31.54 1953.018036 2.313342692 G3P_HUMAN[196-214] 
TVSVSEAIKKNLIDRETGM KTVSVSEAIK 45.36 1060.612808 0.071656687 DESP_HUMAN[2103-2112] 
TYTAYVDLEKDFAAEVVHP KDFAAEVVHPGDL 59.35 1396.698685 0.364430786 SYYC_HUMAN[297-309] 
VAELFEKLRKVEGRVSSDE KVEGRVSSDEDL 30.28 1332.652115 -2.049297014 SNX5_HUMAN[278-289] 
VALLDVFREAHAQSIGMNR KVALLDVFRE 32.44 1188.686646 3.060520628 MCM3_HUMAN[748-757] 
VDDLLIIEEKIDLEVRSLE KIDLEVRSLETCMYDH 57.37 2007.939377 -0.09611844 DYHC1_HUMAN[856-871] 
VDENGKISRLRRECPSDEC LRRECPSDECGAGVFMA 32.66 1953.849533 2.77349914 RS27A_HUMAN[41-57] 
VEAFEHRMYSHPLHNDPNL SHPLHNDPNLETVYTLCE 81.05 2137.973862 8.274189088 SK2L2_HUMAN[806-823] 
VEAKFINYVKNCFRMTDQE KNCFRMTDQEAIQDLWQWR 59.09 2524.173965 0.897719425 NPM_HUMAN[273-291] 
VEDLARISLKKEPLYVGVD KKEPLYVGVDDDKANATVDGLEQGYVVCPSE 61.48 3394.623871 3.034504084 DDX18_HUMAN[380-410] 
VELSQLRVAKVTGGAASKL KQLDDLKVELSQLRVA 91.19 1854.057434 1.202767487 RL35_HUMAN[19-34] 
VESLWPIFRIHHQKTRYIF KVESLWPIFR 36.76 1273.718277 2.839717436 BUD31_HUMAN[42-51] 
VFDVIIRCFKRHGAEVIDT KVFDVIIRCF 73.83 1295.706024 2.545330452 SYHC_HUMAN[75-84] 
VFGNEIKLEKPKGKDSKKE KVFGNEIKLE 50.58 1175.654999 1.457060108 NUCL_HUMAN[370-379] 
VFMNCAGFLKIDTASLGDS KIDTASLGDSTDSYIEVLDGSRVHPETYEWAR 55.64 3609.722321 0.956029216 SPT6H_HUMAN[1036-1067] 
VGLALKDLAKQYSDRLECC KQYSDRLECCENEVE 34.66 1957.81456 1.427101451 NUB1_HUMAN[43-57] 
VGRKGVITVKDGKTLNDEL KDGKTLNDELEIIEGM 50.21 1803.892395 3.945357284 CH60_HUMAN[202-217] 
VGSAKPGLQKVVDVLDSIK KVVDVLDSIKT 56.28 1215.707458 3.344554624 CAH2_HUMAN[158-168] 
VIQQESYTYKDPITEFVEC KDLVKVIQQESYTY 48.93 1712.898483 1.237084405 EIF3E_HUMAN[275-288] 
VKDWVERLMKTLRDPSLPL KTLRDPSLPLLELQDIMTSVSGRIPPNVE 40.67 3217.738022 8.92552464 ACACA_HUMAN[887-915] 
VKKLFVGGLKGDVAEGDLI KGDVAEGDLIEHF 48.67 1428.688507 2.775272553 ROA0_HUMAN[106-118] 
VKQLIDITGKNQDECVIAL KNQDECVIALHDCNGDVNR 89.2 2256.00116 -0.255319018 UBP2L_HUMAN[63-81] 
VKTEIEEELKSLDKEISEA KVKTEIEEEL 39.8 1216.655045 1.164668659 B2L13_HUMAN[58-67] 
VLDFEHFLPMLQTVAKNKD KVLDFEHFLP 36.59 1243.66011 1.682131624 MYL6_HUMAN[63-72] 
VLDIIATINKGSIVWQEVF KGSIVWQEVFDDKA 36.9 1620.814774 3.177414275 HEXB_HUMAN[400-413] 
VLEGMEVVRKVESTKTDSR KVLEGMEVVR 53.47 1158.643066 6.928794756 PPIB_HUMAN[163-172] 
VLLPEYGGTKVVLDDKDYF KVVLDDKDYFLFRDGDILG 74.86 2227.152496 7.536978285 CH10_HUMAN[80-98] 
VLLSALERLKHRPDGKYVV KVLLSALERL 56.13 1140.723007 2.776309394 C1TC_HUMAN[354-363] 
VLVLSQDYGKHLLGVEDLL KHLLGVEDLLQ 43.65 1263.718674 3.132026203 SPTB2_HUMAN[558-568] 
VMTDESGKSKGFGFVSFER KGFGFVSFERHEDAQ 36.75 1752.821991 0.212799704 PABP1_HUMAN[231-245] 
VNLAELFKGKKGVLFGVPG KKGVLFGVPGAFTPGCS 47.43 1720.897095 1.475393274 PRDX5_HUMAN[85-101] 
VNSLGETAERLIQSHPESA RLIQSHPESAEDLQE 72.6 1750.848557 0.865294713 SPTA2_HUMAN[1298-1312] 
VPDVDIKGPKVDIDAPDVE KVDIDAPDVEVHDPDWHL 30.96 2098.996002 3.048600376 AHNK_HUMAN[1693-1710] 
VPVSVNLLSKNLSREINDC KNLSREINDCIGGTVLN 40.4 1901.962891 6.342395037 RL1D1_HUMAN[188-204] 
VQKAGQQALRQIGSVIRNP RQIGSVIRNPEILA 38.44 1564.904892 2.255728139 GCN1L_HUMAN[1563-1576] 
VQSGNINAAKTIADIIRTC KTIADIIRTCLGPKS 78.54 1671.934158 1.838589149 TCPG_HUMAN[31-45] 
VSGTLDTPEKTVDSQGPTP KTVDSQGPTPVCTPTFLERR 48.53 2288.15834 -0.531868787 MK67I_HUMAN[226-245] 
VTGTLETKYKWCEYGLTFT KVTGTLETKY 51.34 1138.623383 0.220441635 VDAC2_HUMAN[64-73] 
VTSDLAKRRKLNSGGGLSE KLNSGGGLSEELGSARRSGEVTLT 30.5 2417.251007 2.442857603 EHMT2_HUMAN[229-252] 
VVDLLAPYAKGGKIGLFGG KGGKIGLFGGAGVG 51.84 1216.692825 -0.890117849 ATPB_HUMAN[198-211] 
VVRLKPTRKFAYLGRLAHE FAYLGRLAHEVGW 38.08 1517.777924 2.251976357 RL13A_HUMAN[135-147] 
VVVTMEHSAKGNAHKIMEK KVVVTMEHSA 39.01 1099.56958 1.292323856 SCOT_HUMAN[436-445] 
VWDISHPGNKSPVSQLDCL KSPVSQLDCLNRDNYIRSC 77.98 2324.100128 -0.450066668 TLE1_HUMAN[518-536] 
WCAHTNVELKKAALSALES KKAALSALESFL 32.23 1276.739044 4.063477203 PRKDC_HUMAN[309-320] 
WCVVFERNYKSHHLQLQVI KWCVVFERNY 56.01 1399.670685 1.791135606 C19L1_HUMAN[401-410] 
WEDAQITLLKKREAEAKMM KCWQKWEDAQITLL 36.25 1817.913422 2.953936054 SNX2_HUMAN[412-425] 
WEVEEMKESKLPGDKGLVL KLPGDKGLVLMSRA 40.01 1483.854446 -0.797921928 CALX_HUMAN[113-126] 
WIHKALEQRKEYEEIMRDY KEYEEIMRDYIQ 38.59 1615.755157 2.682956004 UBF1_HUMAN[254-265] 
WTAPEALREKKFSTKSDVW KLPVKWTAPEALRE 45.57 1636.930038 0.80272215 CSK_HUMAN[347-360] 
WTICARVTNKSQIRTWSNS KWTICARVTN 43.84 1247.64447 2.670632604 RFA1_HUMAN[196-205] 
WWGNRKELATVRTICSHVQ TVRTICSHVQNMI 39.43 1557.775574 0.255492516 RL9_HUMAN[69-81] 
YALGERQSYKGSPMEISLP KVVINGQEVKYALGERQSY 133.35 2180.158936 2.058565514 LKHA4_HUMAN[64-82] 
YDEAIDCYTKGMDADPYNP KGMDADPYNPVLPTNRASAYFRL 38.98 2595.290359 3.03742507 RPAP3_HUMAN[158-180] 
YDWDLLAARSIWAFGPDAT KYDWDLLAAR 33.67 1249.645493 4.088359482 U5S1_HUMAN[721-730] 
YEWDVAEARKIWCFGPDGT KIWCFGPDGTGPNILTDITKGVQYLNEIKD 59.77 3391.712234 4.519251323 EF2_HUMAN[648-677] 
YHSDDYIKFLRSIRPDNMS LRSIRPDNMSEYS 48.52 1566.746002 3.390466606 HDAC1_HUMAN[76-88] 
YIIEELNVRKVTLSTDKNK KYIIEELNVR 52.72 1275.718643 2.930897044 SYIC_HUMAN[872-881] 
YILEIENVREVQRAGILFF KYILEIENVR 42.33 1275.718643 2.836832416 EFCB5_HUMAN[1309-1318] 
YLPALGYSKRVHLMNPMVP RVHLMNPMVPGLTGS 33.11 1607.827606 1.217792251 SYYC_HUMAN[207-221] 
YLPDIIKDQKAYKEGKLQK KYLPDIIKDQ 42.78 1231.681213 1.413515106 PPM1G_HUMAN[73-82] 
YLRDVNCPFKIQDRQEAID KYLRDVNCPF 32.7 1310.644135 2.890944917 CN166_HUMAN[62-71] 
YPVGVHFLPKKLDEAVAEA KKLDEAVAEAHLG 35.74 1379.740845 -0.284836099 SAHH_HUMAN[388-400] 
YPVPENWLHKEAHQLFLEP KEAHQLFLEPEVLDPESVEL 42.08 2321.179062 3.170371524 FEN1_HUMAN[277-296] 
YQCHDIDECSLGQYQCSSF IGGKYQCHDIDEC 31.55 1593.655182 3.633157326 NPNT_HUMAN[206-218] 
YREKRLEQEKELLHSQNTW KELLHSQNTWLNTEL 42.18 1824.936981 2.208843397 TPR_HUMAN[187-201] 
YSQYQQAIYKCLLDRVPEE KCLLDRVPEEEKDTNVQVLM 45.2 2415.21376 1.396977798 ANM5_HUMAN[343-362] 
YYSFFDLNPKYDAIRINQL KYDAIRINQLYEQA 37.67 1723.889282 0.40605856 FERM2_HUMAN[285-298] 
AAAANCQVSKVPSSSSVDS KVPSSSSVDSVPRENHESE 45.21 2068.966125 0.984549711 EPC1_HUMAN[801-819] 
AACVMPSRLKALGTLVSHV KALGTLVSHVTLR 74.8 1393.84053 -0.587585152 GCN1L_HUMAN[914-926] 
AALSQPQQNKPKKKEKDKK KAVHEQLAALSQPQQN 36.06 1760.916916 -0.671809095 BRD4_HUMAN[519-534] 
AANTKGICFIRTSRPENAI IRTSRPENAIIYNNNEDFQVGQA 76.58 2648.29425 1.598387339 TKT_HUMAN[470-492] 
AAPTWLVHLQQVERQIKEG KEKPEEESLAAPTWLVHL 58.86 2076.089111 2.751808663 SC16A_HUMAN[1685-1702] 
AAQFIPKFFKHFPELADSA KHFPELADSAINA 52.92 1411.709549 1.136919419 API5_HUMAN[54-66] 
AATIHCYCPQLLRLEEVCL QLLRLEEVCLKDPM 30.69 1758.900803 9.493997599 K1543_HUMAN[248-261] 
AAVYKALSDHHIYLEGTLL HHIYLEGTLL 56.98 1194.639694 0.751691078 ALDOA_HUMAN[220-229] 
ACNIALDAVKMVQFEENGR KAISRWSSLACNIALDAV 56.28 1974.035645 2.643822574 TCPG_HUMAN[163-180] 
ADEGTYEVEISITDDTFTG ENGSLLLSDLQLADEGTYEVE 31.54 2294.080139 5.942686905 HECAM_HUMAN[103-123] 
ADSVGHHLNKPEYIQMLMP KNLLILYDAIGTLADSVGHHLN 101.02 2376.280121 3.232363025 TNPO1_HUMAN[536-557] 
AEALGTLMRAWAGSPKGTI KPWIGLAEALGTLMR 77.74 1654.922852 3.963931003 SERA_HUMAN[330-344] 
AEDIMRLREKLQEEMLQRE KLQEEMLQREEAENTLQSF 62.44 2322.116119 2.287999276 VIME_HUMAN[188-206] 
AEDQLAQMSKQLDMFKTNL KERGTVLAEDQLAQMS 64.22 1774.888321 2.384938787 SNF8_HUMAN[22-37] 
AEDRSGINLKDLVQDPSLL RNLAEDRSGINL 47.28 1356.710938 -0.255028533 GEPH_HUMAN[28-39] 
AEEETKITDKGKEDKENRD KQLAEEETKITD 53.13 1403.714355 0.069102378 HUWE1_HUMAN[2695-2706] 
AEELPHIHAFEQKTLTPDQ RLVNACLAEELPHIHA 33.29 1841.957001 1.749226501 BOLA2_HUMAN[54-69] 
AEGGGAKFKKYEEIDNAPE KYEEIDNAPEERARGITINA 39.28 2288.139618 1.889307788 EFTU_HUMAN[91-110] 
AEGSERPGPKVCGLPGARM KVCGLPGARMTTDVSH 37.44 1727.844727 -0.552711702 CABIN_HUMAN[1677-1692] 
AEGTAIKDLKNPDRVLIGG KNPDRVLIGGDETPEGQRAVQALC 58.24 2622.31839 2.231994415 UGDH_HUMAN[173-196] 
AEIEEDKARRILELSGSSS RIIANALSSEPACLAEIEEDKAR 51.21 2555.30127 2.203654053 PRKDC_HUMAN[3335-3357] 
AEITTLDRSKRNIIGYFEQ KSDPIQEIRDLAEITTLDRS 79.07 2299.20192 4.115341031 TXND4_HUMAN[140-159] 
AETVFNFQEKVDDLLIIEE KLDPYVQRLAETVFNFQE 36.95 2196.121506 5.527016591 DYHC1_HUMAN[828-845] 
AEVAAGDDKKGIVDQSQQA KGIVDQSQQAYQEAFEISK 64.14 2168.074936 4.439883438 1433Z_HUMAN[139-157] 
AEVACGDDRKQTIDNSQGA KQTIDNSQGAYQEAFDISK 104.85 2142.022903 2.572801622 1433T_HUMAN[139-157] 
AFEEEFGRVKGHFGPINSV HLAFEEEFGRV 41.73 1332.64624 4.65539902 EIF3I_HUMAN[271-281] 
AGAEELFARKFNALFAQGN AVRNNLAGAEELFAR 72.64 1629.858658 2.143744172 CLH1_HUMAN[352-366] 
AGAEKNGLVKIKVAEDEAE KIKVAEDEAEAAAAA 81.89 1485.767426 1.807819954 4F2_HUMAN[44-58] 
AGESESNLRKAFEEAEKNA KLAGESESNLR 38.15 1202.625473 0.257769361 TERA_HUMAN[277-287] 
AGKDPVQCSRDVVICPDAS RDVVICPDASLEDAK 92.58 1686.824677 2.824834178 PARK7_HUMAN[48-62] 
AGLKQQAKEKQAQLAQTLQ KQAQLAQTLQQQEQASQGLRH 31.5 2390.24144 -1.037552089 NUMA1_HUMAN[531-551] 
AGNAARDNKKTRIIPRHLQ AVLEYLTAEILELAGNAARDNK 113.92 2373.253922 1.782363008 H2A1B_HUMAN[54-75] 
AIISVQEIVDFAKQVPGFL ELAIISVQEIV 30.12 1212.696533 -9.787279568 NR1H2_HUMAN[273-283] 
AIRNDEELNKLLGRVTIAQ KLLGRVTIAQGGVLP 43.41 1520.940247 2.029665535 H2A1B_HUMAN[96-110] 
AISRVTPGSKAALANLCIG RLVGGKDFEQPLAISRVTPGS 31.32 2226.212067 -1.10232086 PDLI1_HUMAN[17-37] 
AKAKEDFLKKWESPAQNTA KWESPAQNTAHLDQFERI 42.45 2169.060287 -1.306556584 KAPCA_HUMAN[30-47] 
ALEEKRRLEARIAQLEEEL ARIAQLEEELEEEQGNTELINDRLK 82.24 2939.483521 5.446535041 MYH9_HUMAN[1729-1753] 
ALGGELVYHRRPGEEGTVM RRPGEEGTVMSLAG 36.81 1458.724899 -0.887761634 TOM40_HUMAN[239-252] 
ALSARDRAMKESQQGPKGE SPLALALSARDRAM 31.55 1486.792557 3.823667245 SHAN2_HUMAN[618-631] 
ALSNSDVIRQVHNSFARQQ KGLALSNSDVIR 70.45 1271.719727 4.872929049 UCHL5_HUMAN[126-137] 
ALTASDRQTKVAACELLHS RVTELALTASDRQT 51.4 1559.826721 0.878943784 PRKDC_HUMAN[913-926] 
AMAKEIGAVKYLECSALTQ KYLECSALTQRGL 89.9 1537.792236 2.684367825 RAC1_HUMAN[153-165] 
ANDIARLMVMVRQEESLMP KLLDTVDDMLANDIARLMV 33.16 2177.107178 -3.553339072 EHD1_HUMAN[377-395] 
ANEHNVALFKHFADLLPGF KHFADLLPGFLQAVNDSCYQNDDSVL 40.48 2965.391632 5.409066319 IPO5_HUMAN[212-237] 
ANFFNSLLSKKTGSPGGPG KKTGSPGGPGVSGGSPAGGAGGGSSGLPPSTK 80.44 2650.331116 -3.031696663 DC1L1_HUMAN[454-485] 
ANLKVSQIKKVRLLIDEAI KVRLLIDEAIL 30.71 1281.801987 3.609761919 SYSC_HUMAN[105-115] 
ANSDALKLAKEVDPQGLRT KEVDPQGLRTIGVIT 31.28 1624.914825 1.616700125 DYN2_HUMAN[191-205] 
ANSLAIEGRKSNIHCNTIA KSNIHCNTIAPNAGSRMTQTVMPEDLVEAL 33.73 3296.595139 3.658926708 DHB4_HUMAN[184-213] 
APRKPDWDLKRDVAKKLEK KPEPVIEEVDLANLAPRKPDWDL 30.63 2643.390778 2.536136562 CCD12_HUMAN[94-116] 
APSGPSGTLKAGKATKVGK RDCEGRYLAPSGPSGTL 45.94 1834.86319 2.830728759 FSCN1_HUMAN[224-240] 
AQNRLCELEKLRQDFEEVT KLRQDFEEVTTQNE 61.8 1735.837677 5.2406974 BRE1A_HUMAN[348-361] 
AQPLVFSNSKQTAISQPAS KQTAISQPASGNTFSHHSMVS 37.15 2214.048767 -0.873512828 UBP2L_HUMAN[320-340] 
AQRALDEATKYALERKTFG KTRPVVAAGAVGLAQRALDEAT 39.98 2193.222946 1.936419646 ACADM_HUMAN[279-300] 
AQSGMDQSRKRPAPQQIQQ KRPAPQQIQQVQQQAVQN 76.89 2088.11882 0.427178756 SMRD1_HUMAN[62-79] 
ARALLGPALKDAMLELNAS KDAMLELNASNDRGIDVVRN 83.78 2229.117142 1.727589783 RFC2_HUMAN[99-118] 
ARGDDETLHKNNALKVVRE KEEELQGALARGDDETLH 67.21 2009.965378 2.331383441 MYH10_HUMAN[1088-1105] 
ARGTIERLTKSLADVESQV KSLQEELSLARGTIERLT 54.18 2043.13237 3.212224571 GOGB1_HUMAN[1500-1517] 
ARMENGVLGNALEGVHVEE KSLLELARMENGVLG 55.07 1628.891937 1.875508087 NASP_HUMAN[93-107] 
ARSPHVGVKDVECGEGHFC DVECGEGHFCHDNQTCCRDN 32.65 2508.890015 -1.232417516 GRN_HUMAN[518-537] 
ASAKDEHLQQYQEVCAQRD QYQEVCAQRDAYQQ 30.13 1785.774033 -3.124695452 FKB15_HUMAN[823-836] 
ASASELPLGSRPAPQPPVP SRPAPQPPVPRPEHCEGAAAGL 49.62 2293.138565 -1.701598002 SSA27_HUMAN[111-132] 
ASDEITTVRKNLESRGVEV KCNEEHPAYLASDEITTVR 97.01 2232.048065 0.187271953 OPA1_HUMAN[800-818] 
ASLPPLHVAKLSHEGPGSE KLSHEGPGSELPAGALY 33.46 1724.873322 2.302777804 DCTN1_HUMAN[1133-1149] 
ASRNVESYTKLGNPTRSED KLGNPTRSEDLLDYGPFRDVPAY 55.25 2622.3078 2.010061519 RPN1_HUMAN[187-209] 
ATAVIPQWQKDELRETLKS KDVQREIADLGEALATAVIPQWQ 98.1 2550.344177 5.6129679 SYAC_HUMAN[789-811] 
AVAEPAVYFKEQFLDGDGW KEQFLDGDGWTSRWIES 65.37 2052.954117 2.536345044 CALR_HUMAN[24-40] 
AVLPRLHQLKVPTKRPTDY RQAQAAVLAVLPRLHQL 65.02 1883.121704 1.985532848 EBP2_HUMAN[110-126] 
AVLYRRKNSKRDYTGCSTS KRDYTGCSTSESLSPV 68.09 1785.820328 1.00010061 MPZL1_HUMAN[197-212] 
AVMRRDQSLKILNPEEIEK KILNPEEIEKYVAEIEKE 88.57 2173.151733 5.714741319 PSA7_HUMAN[218-235] 
AVNRVPRSGKPAELLKMFG AVVGEPGITVTHLAVNRVPRSG 42.22 2228.238968 1.150235696 TKT_HUMAN[575-596] 
AVQIYEEARKFSYRSRVRP KQYPISLVLAPTRELAVQIYEEAR 48.05 2786.533005 4.022202493 DDX3X_HUMAN[264-287] 
AYGLDKSEDKVIAVYDLGG KDAGQISGLNVLRVINEPTAAALAYGLDKSED 80.7 3327.731003 7.181770395 GRP75_HUMAN[206-237] 
AYIDGLETEKCLHVVTEAV KCLHVVTEAVTPLGIYL 44.1 1912.04921 5.021837278 NTKL_HUMAN[87-103] 
CAAAASILGKPADRVNVTV KRLCAAAASILG 46.02 1229.691391 -0.007318909 DDTL_HUMAN[21-32] 
CAAPGGWLQVAAKFMPVSS KARALLDLCAAPGGWLQ 44.93 1838.982498 2.530747305 RRMJ3_HUMAN[44-60] 
CDGIMASGRKAVTHAIPAL KIIQLCDGIMASGR 52.63 1560.8116 -0.460017083 HD_HUMAN[1521-1534] 
CDSIEHITHSLCTKEFQAR TYDYTHCLCDSIEHITH 66.48 2163.899002 4.071354528 SYQ_HUMAN[437-453] 
CEAVAAVMAKGFDILGIKP KGFDILGIKPVQRM 61.66 1600.912308 3.064502644 SYRC_HUMAN[647-660] 
CEKAGLLQRALEHFTDLYD ALEHFTDLYDIKR 69.99 1619.830734 0.924170636 CLH1_HUMAN[626-638] 
CGRCHQPLARAQPAVRALG RAQPAVRALGQLF 33.85 1425.82045 -0.032262127 ZYX_HUMAN[393-405] 
CHSGRTFDAQIVIIEHKSI KGIEEEEILPGFILCDPNNLCHSGRTFDA 44.45 3330.564896 6.249690563 ERF3A_HUMAN[367-395] 
CLAMEYGGEKSLNDLIEER KSLNDLIEERY 91.96 1378.709198 3.188489644 TOPK_HUMAN[121-131] 
CLYYEDCIEKAVQFFVQAL KAVQFFVQALRMAPDHE 77.17 1986.014542 1.697872764 DNJC7_HUMAN[228-244] 
CMPVFHPRFKREFIQEPAK KQGFDFLCMPVFHPRF 90.64 2024.975357 4.680056953 ANM5_HUMAN[35-50] 
CRPVLQQGRKQLLEKWLKE KYESLELCRPVLQQGR 59 1975.030899 1.266815624 CLH1_HUMAN[429-444] 
CSGDSTSANKTGLRTMPPI KTGLRTMPPINLQE 32.28 1596.865738 -0.179100843 EDC4_HUMAN[63-76] 
CTKESYDYLKTLAGDVHIV KTLAGDVHIVRGDFDENLNYPEQ 77.8 2629.277237 1.838908401 VPS29_HUMAN[50-72] 
CTNNNLKFQEEFSELPKFL LCTNNNLKFQ 30.53 1250.607742 8.347141673 PTPRQ_HUMAN[2028-2037] 
CVISGVPGLKGDVTDTEQL KGDVTDTEQLAQEMLIISHHP 59.93 2361.163452 1.482743601 GCN1L_HUMAN[657-677] 
DAAGVASLLTTAEVVVTEI KGIIDPTKVVRTALLDAAGVASLL 39.79 2420.43663 7.562271936 CH60_HUMAN[516-539] 
DAKSKEFAQIIKIGRTHTQ IIKIGRTHTQDAVPLTLGQEFSGYVQQV 55.61 3097.656052 4.877881775 FUMH_HUMAN[228-255] 
DARLFLDHDKTLQTDSIDS KTLQTDSIDSFETQRTPR 37.64 2122.06546 -0.35248677 RB_HUMAN[341-358] 
DASETTSTRKIKEEEKRVN KALLDASETTSTR 56.9 1391.725601 0.23208598 TRI25_HUMAN[249-261] 
DCHTAHIACKFAELKEKID NHPGQISAGYAPVLDCHTAHIAC 77.66 2488.137604 -1.00476758 EF1A1_HUMAN[348-370] 
DDDAEAILAADFEIGHFLR ADFEIGHFLRE 52.86 1332.64624 -1.302671293 NP1L1_HUMAN[322-332] 
DDKDESIRLRALDLLYGMV KDLILQCLDDKDESIRL 63.35 2073.077576 1.252244504 AP3D1_HUMAN[342-358] 
DDLKSELTGKFEKLIVALM KTLFGRDLLDDLKSELTG 47.78 2020.084061 3.148878862 ANXA5_HUMAN[58-75] 
DDLKVELSQLRVAKVTGGA KQLDDLKVELSQ 85.25 1414.766739 0.491247059 RL35_HUMAN[19-30] 
DDLMEKRKEKLDSVIEFSI KLDSVIEFSIPDSLLIRR 77.8 2100.19426 3.824884275 KAD2_HUMAN[121-138] 
DDLVRPYVHKILVVIEPLL KLDDLVRPYVH 37.38 1353.740479 2.506388819 SF3B1_HUMAN[562-572] 
DDMTKNDPFKARVSSGYVP KARVSSGYVPPPVATPFSS 35.71 1946.026169 1.909018522 ZYX_HUMAN[165-183] 
DDQDEQGNLKGFINDDDDE KKFVEEEDDDEEEEEENLDDQDEQGNL 118.6 3268.317459 1.21530422 SPT6H_HUMAN[28-54] 
DDSKELQRFKAVSAKSKED SHLEALLDDSKELQRF 86.78 1899.969009 1.51844582 OTUB1_HUMAN[99-114] 
DDVSLASTPKRPSTSQTVS KRPSTSQTVSTPAPVPVIESTEAIEA 39.91 2694.407578 1.961470137 TPR_HUMAN[643-668] 
DEFLQLAVDKVEAGLGSGP KHPAGQQLDEFLQLAVD 33.69 1907.974121 3.952359687 MMS19_HUMAN[767-783] 
DEGVGLVHSNIATEHIPSP ARRPTPNDDTLDEGVGLVHS 68.64 2148.055969 -0.841225753 HMCS1_HUMAN[467-486] 
DEIVKEVEAKAPILKRQRE KYLDEIVKEVEA 34.8 1434.760574 2.139729831 TPR_HUMAN[421-432] 
DENGLDLLSKMLIYDPAKR SHVKNLDENGLDLLS 44.96 1652.836945 3.138240596 CDC2_HUMAN[251-265] 
DEVAVSLGVERRRIYDIVN ISLDEVAVSLGV 30.46 1200.660172 3.789581853 E2F7_HUMAN[170-181] 
DFSDRIGKTKRTGYESGEY KRTGYESGEYEMLGEGLGV 55.61 2073.967697 2.721353861 DCTN2_HUMAN[77-95] 
DFSLQKTKMKLGVQVVITD KLGVQVVITDPEKLDQIRQ 70.56 2178.237213 4.683144673 TCPA_HUMAN[247-265] 
DGEASINNRKGKLIFFYEW KLDGEASINNR 58.93 1215.620728 0.383343249 AHSA1_HUMAN[63-73] 
DGGDIINALCFSPNRYWLC KHLYTLDGGDIINAL 57.99 1641.872604 3.154934181 GBLP_HUMAN[225-239] 
DGTYRLIQFHFHWGSLDGQ KGGPLDGTYRLIQF 36.65 1563.840927 2.645409727 CAH2_HUMAN[80-93] 
DGVKGGTKEKRLAAQFIPK KDAYQVILDGVKGGTKE 76.66 1819.967972 1.215406004 API5_HUMAN[25-41] 
DGVMVGWVDKDLAPGIADS KDLAPGIADSLRHF 59.47 1538.820511 0.9565768 RPA2_HUMAN[568-581] 
DHMLTLDPSKRCTAEQTLQ KRCTAEQTLQSDFL 35.92 1695.825012 0.377397429 CD2L7_HUMAN[1007-1020] 
DIDSPPITARNTGIICTIG RNTGIICTIGPASRSVETL 36.98 2044.073517 3.612883753 KPYM_HUMAN[43-61] 
DIQRPKRKRKNSRVTFSED KNSRVTFSEDDEIINPEDVDPSVGRF 38.46 2964.41011 2.844410755 PP1R8_HUMAN[197-222] 
DKDGVVLFKKFDEGRNNFE KFDEGRNNFEGEVT 40.36 1640.743057 -0.397990409 PDIA1_HUMAN[208-221] 
DKLEPSKITKFENAFLSHV KFENAFLSHVVSQHQALLG 47.93 2124.111618 1.057383228 ATPA_HUMAN[506-524] 
DKMLTFNPHKRIEVEQALA KRIEVEQALAHPYLEQYYDPSDEPIAEAPF 55.31 3517.704102 5.731010743 MK01_HUMAN[300-329] 
DKRQTSRLLKEVSALHPLP KEVSALHPLPAQPHL 35.74 1635.909653 -1.583828297 ADAT3_HUMAN[61-75] 
DLEKTCKELKHQLQVQMEN KHQLQVQMENTL 42.87 1467.750381 -0.115142195 EEA1_HUMAN[898-909] 
DLIHESILHKCIKTLLEKK KLDLIHESILH 32.45 1316.745209 2.682371636 IF4G2_HUMAN[219-229] 
DLKKPIYQRTAAYGHFGRD TAAYGHFGRDSFPWEVPK 40.58 2063.985367 7.372629789 METK2_HUMAN[374-391] 
DLQRILENEKDLEEAEEYK RLEAAYLDLQRILENE 62.01 1945.026825 4.205083393 TBCA_HUMAN[70-85] 
DLTATQLSQGANGWQIISS GTGELDLTATQLSQ 39.05 1432.704559 -8.422532004 SP1_HUMAN[89-102] 
DLVQQSCNYKQLRKGANEA KKLLDLVQQSCNY 49.85 1607.834106 2.186792771 NH2L1_HUMAN[20-32] 
DLYLCPRQRKMRVNVDPED KMRVNVDPEDLIP 44.47 1524.796997 2.221279296 BOP1_HUMAN[378-390] 
DMGFEPQIRKIVDQIRPDR RCTYLVLDEADRMLDMGFEPQIR 36.25 2827.34552 5.143340245 DDX17_HUMAN[239-261] 
DMTPFMASSKESRMNGQYQ KESRMNGQYQQPTDSLNNDN 76.39 2338.024368 0.026945827 UBP22_HUMAN[442-461] 
DNILASKLYRPGSVAYVSR RPGSVAYVSRSGGMSNELNNIISR 50.19 2563.29248 3.437766103 ACLY_HUMAN[653-676] 
DPQKKRYSKKDACELIERY KDACELIERYL 51.56 1408.702011 2.506562759 CD043_HUMAN[72-82] 
DPRLVAELHKRVQGTPVAS KVVACELDPRLVAELH 32.55 1847.992737 2.595789423 DIMT1_HUMAN[80-95] 
DQFVNFSEQKEKLIKRQEE KKALDQFVNFSEQ 63.4 1552.788544 -0.547402287 SMC3_HUMAN[984-996] 
DQPTQTVVMHRTEPTAQQN HRTEPTAQQNLAL 44.14 1477.763718 1.68768523 EIF3C_HUMAN[845-857] 
DQREEVRQSKQLLQLYLQA LQHTLQQVLDQREEVRQS 50.48 2206.145432 0.009065585 DFFA_HUMAN[171-188] 
DQTNVSAAAQRRKMCLFAG KRNFILDQTNVSAAA 48.36 1646.873993 -0.589601879 HNRPU_HUMAN[573-587] 
DREDEVRLLKYLFTLIRAG KMPLDDLDREDEVRLL 56.33 1955.998596 2.948877372 NU107_HUMAN[332-347] 
DREKKAAECKVDSIGSGRA KVDSIGSGRAIPIKQGILL 41.55 1964.178223 3.425351081 CENG3_HUMAN[357-375] 
DRMLTFNPNKRITVEEALA KALDLLDRMLTFNPN 61.27 1759.929062 3.943340757 MK03_HUMAN[302-316] 
DRTPPEVSKKLEDIRTRYA KNVSEELDRTPPEVSK 48.83 1826.937378 0.182819622 SF3B3_HUMAN[1191-1206] 
DSEQNNIHVKDIVKVIDGP KDNRFAVALDSEQNNIHV 35.88 2069.028992 4.558660143 SPT5H_HUMAN[579-596] 
DSETRSMVEKMMYDQRQKS KLSDLDSETRSMVE 33.61 1608.766479 1.426558814 NUDC_HUMAN[275-288] 
DSGADYLHLDVMDGHFVPN DVMDGHFVPNITFGHPVVESLR 67.83 2465.216202 3.294234393 RPE_HUMAN[37-58] 
DSSTVTHLFKITENIGCVM KITENIGCVMTGMTADSRSQVQR 74.97 2581.241074 0.700438257 PSA6_HUMAN[71-93] 
DTADRFINSKCAKYMLKAN KEAARWMDEAQALDTADRFINS 49.38 2537.196838 1.81105381 NARG1_HUMAN[425-446] 
DTAWVEATRKKALLKLEKL KLSEATRELQNAPDAIPESGVEPPALDTAWVEATR 85.44 3760.890747 3.444396786 CSN1_HUMAN[81-115] 
DTLLEELHLKNEDLESLTI TRFLDTLLEELHL 42.4 1598.866791 4.585122439 RPAP2_HUMAN[581-593] 
DTMVDTFLQKLVAAGSYQR KLVAAGSYQRFTDCY 37.61 1777.845749 1.403383843 PMF1_HUMAN[48-62] 
DTQQGPQVDKEQFERVLGY KEQFERVLGYIQLGQ 31.78 1806.962814 4.217020926 AL1B1_HUMAN[364-378] 
DVPTFVSFLKEVESPYEVH KEVESPYEVHDYIRAYLGDTSEA 37.38 2670.244904 4.88644318 PERQ2_HUMAN[1162-1184] 
DVWLRRERGHVPMAWKMVV HVPMAWKMVVAQQLASAL 34.34 1979.048477 9.006348357 TYK2_HUMAN[705-722] 
DYEEVGACQKEVLITWDKK KVKLDYEEVGACQ 57.68 1537.744629 3.552605483 TBCD4_HUMAN[874-886] 
DYIIRSHEVKAEGYEVAHG KAFLEENNLDYIIRSHEV 98.18 2189.111633 2.69013234 PPP5_HUMAN[412-429] 
DYKKKKHVFKLRLNDGNEY KLRLNDGNEYLFQA 46.19 1679.863083 1.554293339 SPTB2_HUMAN[2276-2289] 
DYLAPYAKYKVWIKPGAEQ KVWIKPGAEQSFLYGNHVL 54.99 2185.168396 2.419950796 NIP7_HUMAN[96-114] 
EAATGRALLRQHMDITGEE RQHMDITGEENPLN 67.75 1652.757645 0.899708438 AMPB_HUMAN[380-393] 
EAAYLDLQRILENEKDLEE RLEAAYLDLQR 68.68 1346.730606 0.962330546 TBCA_HUMAN[70-80] 
EAGAMTFHYIIEQGVCYLV KLNEQSPTRCTLEAGAMTFHY 82.16 2453.146744 2.323546284 SC22B_HUMAN[43-63] 
EAGGTKVLCAVSGPRQAEG AVSGPRQAEGGERGGGPAGAGGEAPAALRG 62.12 2659.317474 -1.956141021 EXOS6_HUMAN[65-94] 
EAHRIVKMNKSEDDESGAG KSEDDESGAGELTREELRQ 56.7 2147.993042 -2.234178559 MCM7_HUMAN[308-326] 
EALANREREKENSKREEEE KLGLTMQYPEGYLEALANRERE 58.91 2580.300552 3.572839603 UHRF1_HUMAN[600-621] 
EAQRYIAQLKSQVNALEGE KSQVNALEGELEEQR 88.95 1728.864197 3.195739729 HIP1R_HUMAN[385-399] 
EASNRIQESKNQCTQVVQE KNQCTQVVQERESLLV 79.2 1929.994202 2.165809615 DESP_HUMAN[1802-1817] 
EAVAPTKPSKVKAFGPGLQ KVKAFGPGLQGGSAGSPARFTIDT 54 2361.24411 1.987088069 FLNA_HUMAN[1069-1092] 
EAVGNIAGSSLEQTSWLSR QEITQKILEAVGNIAGS 32.26 1769.952301 9.238667048 DOP2_HUMAN[1829-1845] 
EAVNPILPEEVCVATITAV QRCFPPLISEHEFKENMKLEAVNPILPE 30.46 3364.694748 2.473924271 SMBT1_HUMAN[372-399] 
EDDAKDNQQKANEVEQMIR KANEVEQMIRDLEASIARY 68.39 2235.131699 2.009724976 DYHC1_HUMAN[3429-3447] 
EDLETLRLFSRVIPEYCRA KNSNILEDLETLRLF 75.18 1803.973022 3.231755647 COPD_HUMAN[72-86] 
EDLYNGATRKLALQKNVIC KNVVHQLSVTLEDLYNGATR 90.91 2256.186234 2.002494268 DNJA1_HUMAN[105-124] 
EDQEENPLPAALVQPHTGK KRILEDQEENPLP 31.87 1579.820541 1.538782372 6PGL_HUMAN[213-225] 
EDSDVDADFKAQNVTLEAI KRNVPQEESLEDSDVDADF 45.48 2191.986923 -0.119070053 IMA3_HUMAN[48-66] 
EEDFIKSELKKAGGANYDA KELEEDFIKSEL 34.07 1478.750397 1.200337801 COTL1_HUMAN[118-129] 
EEEKKKHKKKRLVQSPNSY KRLVQSPNSYFMDV 51.46 1682.845016 0.175892609 RS27L_HUMAN[22-35] 
EEEVNNFQKKKAAAQLLQS KKAAAQLLQSQAQQSGAQQT 59.2 2084.097397 -0.861284124 SEP11_HUMAN[398-417] 
EEFINGPNNAHIQQVGDRC KTNRLAELEEFINGPNN 66.3 1957.985703 0.49081053 CLH1_HUMAN[1179-1195] 
EEFLASTQRKEFGDTGEGW KNVDTNQDRLVTLEEFLASTQR 38.8 2576.319427 1.535523879 NUCB1_HUMAN[302-323] 
EEILCEFVQKDELKPAVTQ KDELKPAVTQLLWERATE 78.36 2126.137131 2.950421169 CND1_HUMAN[745-762] 
EEKERSASYKPVFVTEITD KPVFVTEITDDLHFYVQDVETGTQLE 43.82 3022.481186 1.848481316 SND1_HUMAN[683-708] 
EEKNEILQGKLSQLEEHLS KLSQLEEHLSQLQDNPPQE 61.68 2232.102203 2.379371336 NUMA1_HUMAN[386-404] 
EELELDEQQRKRLEAFLTQ KKLEELELDEQQ 64.59 1500.767105 1.351975262 MP2K1_HUMAN[35-46] 
EELQEALAEKEELRQRCEE KRALEELQEALAE 36.46 1498.799057 4.226717364 HOOK1_HUMAN[181-193] 
EELRNQELQKRKQIQLRHE RLEELRNQELQ 36.88 1426.752792 -0.434553206 PSPC1_HUMAN[333-343] 
EEQIERLQEKVESAQSEQK KDGVLEEQIERLQE 70.66 1684.863144 0.498556813 NCBP1_HUMAN[684-697] 
EEVCLKDPMSVADSLYNLQ QLLRLEEVCLKDPM 30.69 1758.900803 9.493997599 K1543_HUMAN[248-261] 
EFERVESAIKAVVDLNGRY KAVVDLNGRYFGGRVV 35.93 1748.968597 1.701002525 SPF45_HUMAN[367-382] 
EFLNRFEEAKRTYEEGLKH KAAALEFLNRFEEA 80.74 1607.830704 2.326115549 STIP1_HUMAN[78-91] 
EFRSGKVAFRDCEGRYLAP RDCEGRYLAPSGPSGTL 45.94 1834.86319 2.830728759 FSCN1_HUMAN[224-240] 
EGAALDEALKTCKTSDLKT KSGKPILEGAALDEAL 56.62 1610.887894 1.296179584 CD015_HUMAN[66-81] 
EGAHPLEKSKWEGNYLFPR KWEGNYLFPRELF 39.71 1697.856552 4.813127464 NOC4L_HUMAN[138-150] 
EGEKGEWGFKALKQMIKIN KVLELEGEKGEWGF 46.92 1619.819504 2.444716828 CSN2_HUMAN[56-69] 
EGEVEKEALKKIIEDQQES KKIIEDQQESLN 49.61 1443.756882 0.202250118 LA_HUMAN[316-327] 
EGPFMPPRMKMDRDPLGGL KDLGVFIPAPMAQGMRSDFFLEGPFMPPRM 42.16 3381.653473 2.486357655 IF4G2_HUMAN[332-361] 
EGQGDVPTPKQFVADVKNL KQFVADVKNLYPSSSPYTRNWD 58.55 2614.281586 1.303226102 SUGT1_HUMAN[267-288] 
EGRDLLAAAKTGSGKTLAF KSIRPLLEGRDLLAAA 31.55 1722.015152 2.951193544 DDX18_HUMAN[208-223] 
EGSLKVVYPSKADLATAPP SKADLATAPPHVTVVR 76.98 1660.926056 -0.008429033 LRC47_HUMAN[568-583] 
EGTNVQEAQKILNNSGLPI KVPLVVRLEGTNVQEAQ 50.43 1879.052704 3.37936237 SUCB2_HUMAN[386-402] 
EHLITELVHQRDVTRSLIK KLEHLITELVH 31.02 1330.760864 -0.843126688 DYHC1_HUMAN[1807-1817] 
EHSETVKIGKVDCTQHYEL KVDCTQHYELCSGNQVRGYPTLLW 47.73 2923.374542 2.941463667 TXND5_HUMAN[244-267] 
EIEPEWAYGKKGQPDAKIP KARLEIEPEWAYG 47.53 1560.793594 1.537679299 FKBP3_HUMAN[187-199] 
EIERLEEQLSINVYDYNCH KNQLEIERLEEQL 39.98 1640.873291 0.506437642 SART3_HUMAN[93-105] 
EIPELLSPVEHYLKILNEQ EHYLKILNEQAAK 30.85 1555.835785 -7.187133827 MSH3_HUMAN[683-695] 
EIQKELLDYKGVGISVLEM KGVGISVLEMSHRSSDFA 81.47 1918.957092 1.543546759 SERC_HUMAN[33-50] 
EKALELTGLKVFGNEIKLE KVFGNEIKLE 50.58 1175.654999 1.457060108 NUCL_HUMAN[370-379] 
EKERDFYFGKLRNIELICQ KLRNIELICQENEGENDPVLQR 90.05 2666.344559 1.808468446 MARE1_HUMAN[220-241] 
EKLENKRINKYLDEIVKEV KYLDEIVKEVEA 34.8 1434.760574 2.139729831 TPR_HUMAN[421-432] 
EKVTTEAKLKKLEEEQIIL KKLEEEQIILEDQNC 65.57 1887.924744 0.598540807 MYH9_HUMAN[974-988] 
ELDPDNETYKSNLKIAELK KKALELDPDNETY 50.69 1534.751465 2.20817512 SGTA_HUMAN[183-195] 
ELEFEGVKEKFTMVQVWPV KFTMVQVWPVRQVRPVTE 32.84 2199.198685 3.053839585 VATA_HUMAN[202-219] 
ELKCNLENKKEEVSRLEEQ KEEVSRLEEQMNGL 34.83 1660.80899 2.097772845 TPR_HUMAN[230-243] 
ELQGRMEFSKAAVSRVVEA KAAVSRVVEASDRLQ 39.35 1627.900543 0.478530463 BRE1B_HUMAN[189-203] 
ELVDGHFDTKIGHKVESES KLLFGHSTEGDILELVDGHFDT 53.97 2442.206726 3.879687947 ENOPH_HUMAN[161-182] 
EMLVERLGEKDTSLYRPAL KQLQDELEMLVERLGE 96.64 1928.987686 6.052915778 PSMD2_HUMAN[50-65] 
ENAEALIRLIEDGRGCEVI KLGLENAEALIRL 106.07 1438.850708 2.692426656 RO60_HUMAN[52-64] 
ENFVENLGPKVQPYLPELM KVQPYLPELMECMLQLLRNPSSPRA 69.99 2969.52887 4.317856657 IPO4_HUMAN[472-496] 
ENGPNTQLARLQQENSILR KIRTLQEQLENGPNTQLA 48.46 2052.096329 4.143567668 RRBP1_HUMAN[779-796] 
ENIEKEEERKDDNDEEEED KLSEMEAYLENIEKEEER 74.99 2239.067734 2.250490203 MPP10_HUMAN[206-223] 
ENIPRVLPEKLGVDLDAQT KAFAHITGGGLLENIPRVLPE 63.37 2231.242615 3.678219457 PUR2_HUMAN[676-696] 
ENKDYKKTTKVTWLAETTH KVTWLAETTHALPIPVICVTYEHLIT 71.2 3004.609604 0.987815521 SYEP_HUMAN[606-631] 
ENKEGLELLKTAIGKAGYT KYGKDATNVGDEGGFAPNILENKEGLELL 57.22 3090.550919 3.913218166 ENOA_HUMAN[199-227] 
ENKKDQKDLQEITQKILEA QEITQKILEAVGNIAGS 32.26 1769.952301 9.238667048 DOP2_HUMAN[1829-1845] 
ENMAYEHHYKGSSRGRSKS KQEVPSWLENMAYEHHY 82.19 2159.973434 2.736144763 DDX3X_HUMAN[564-580] 
ENNPALEKLLPHIRGNVGF LPHIRGNVGF 36.72 1108.614166 4.019432672 RLA0_HUMAN[79-88] 
EPGAPSMGAKSLCIPFKPL KTTARDQDLEPGAPSMGA 50.37 1859.868332 0.548425919 SYEP_HUMAN[1459-1476] 
EPITPTKNNKVKVILGEDR KVVSISSEHLEPITPTKNN 71.1 2092.116409 3.299051606 SPT5H_HUMAN[1021-1039] 
EPLLSIIRRSLRSSSSKQE KQPENALVLELLEPLLSIIRR 34.76 2443.45256 2.313529672 MBB1A_HUMAN[838-858] 
EPQPAPHLAREFMIKTRRR KSIVIRPLEPQPAPHLA 32.41 1865.088669 1.26106605 U5S1_HUMAN[914-930] 
EPSANMPWFKGWKVTRKDG KKIGYNPDTVAFVPISGWNGDNMLEPSANMPWF 95.94 3694.75885 4.614915531 EF1A1_HUMAN[179-211] 
EPVQFEDGQKIVVQGEPGD KWERLTVADALEPVQFEDGQ 50.4 2330.154266 2.955169149 KAP0_HUMAN[261-280] 
EQDLQQMQAKVRKLELDIL KERLEQDLQQMQA 48.21 1615.798767 2.739821375 TPR_HUMAN[1283-1295] 
EQFESTIGFKLPNHRAAKR KVRPAELEQFESTIGF 44.7 1849.957397 3.218993048 E41L2_HUMAN[458-473] 
EQLRQQEEEKAEARAFEED KLYLEQLRQQEEE 61.06 1704.86821 2.747426442 U3IP2_HUMAN[84-96] 
EQMMKAGEQGQQQRITFSE VVTTNLEQMMKAGEQ 30.17 1693.801498 -0.411500404 CTSR4_HUMAN[305-319] 
ERFQDHCWELRGCSALTGE LRGCSALTGEGLPE 31.33 1458.713669 9.627660519 ARL11_HUMAN[151-164] 
ERGDGPICLVLAPTRELAQ AIVHINHQPFLERGDGPICL 46.57 2285.173904 -0.631024185 DDX5_HUMAN[152-171] 
ERMGPVMDRMATGLERMGA RMVPAGMGAGLERMGPVMDR 37.88 2130.03186 1.526737727 HNRPM_HUMAN[531-550] 
ERWPVDLVEKLLPRHLEII KTFAYTNHTVLPEALERWPVDLVE 37.91 2827.454468 5.532538252 PYGL_HUMAN[371-394] 
ESDPQQVVHRVALRGEDVP RVALRGEDVPLTEQTVSQVLQSA 72.76 2495.334366 3.011620448 COPZ1_HUMAN[145-167] 
ESEKQQIMEKHYGFNEILK KHYGFNEIL 32.44 1119.571274 1.409468103 TBC15_HUMAN[580-588] 

ESLICESRDKFIRELFESS KFIRELFESSTNNN 61.73 1697.837265 -0.507115739 MYO6_HUMAN[615-628] 
ESRALAEIAKAELDDTPMR KLESRALAEIA 36.86 1199.687332 0.216723135 SFPQ_HUMAN[338-348] 
ESVRAEAAEKGDVGLVAEN KAVAQATGRQLESVRAEAAE 53.05 2084.097382 -0.062377124 DNL1_HUMAN[356-375] 
ETENSALQLQVTEREEVRG KVRSLETENSALQL 50.8 1586.862747 2.397812922 LMNB1_HUMAN[49-62] 
ETEYGLSVYKDHQTITIQE KDHQTITIQEMPE 67.23 1568.750443 3.589481058 MCM3_HUMAN[194-206] 
ETICLLLAYKIKYPENFFL KIKYPENFFL 32.72 1297.707031 2.707082505 PP1A_HUMAN[111-120] 
ETINVTMAGKEVFLVMPTG KFRPLQLETINVTMAG 40.14 1816.986923 2.343990453 RECQ1_HUMAN[91-106] 
ETLQGQLEEKAQELGHSQS KAQELGHSQSALASAQRELAAF 41.52 2312.187256 0.591215091 NUMA1_HUMAN[1174-1195] 
EVFHAGTALKNGKVVTHGG KGYPGDYTKGVEITGFPEAQALGLEVFHAGTAL 53.05 3435.735077 4.704961133 PUR2_HUMAN[342-374] 
EVKNAAANDKLKKMVKDQQ KSQELEVKNAAAND 38.08 1515.752853 -1.97327684 DYHC1_HUMAN[3225-3238] 
EVQNILSFLKMQHLNPDPQ KMQHLNPDPQLIPEQITTDITPECLVSPRYL 48.47 3645.85347 4.605505991 FERM2_HUMAN[497-527] 
EWCLPVIDAKNKSGSLEFS SRRNTLEWCLPVIDA 37.67 1828.925385 2.005002517 COPD_HUMAN[433-447] 
EYRVFLKNEKGQYISPFHD KGQYISPFHDIPIYAD 34.22 1862.920288 1.887359337 IPYR_HUMAN[25-40] 
FCSEYRPKIKGEHPGLSIG KGEHPGLSIGDVA 46.38 1278.656815 1.061269908 HMGB1_HUMAN[114-126] 
FDRVLVERSAAETVTKGGI KFLPLFDRVLVERS 30.72 1717.987915 5.871985427 CH10_HUMAN[8-21] 
FEEALEKYGKDFNDIRQDF KDFNDIRQDFLPW 36.48 1692.826004 3.762938415 MTA2_HUMAN[285-297] 
FEGNALLRRLVRIGVLDEG LVRIGVLDEGKM 40.2 1328.748596 1.216181906 RS9_HUMAN[81-92] 
FEHILNGYCKKPLTSNCTI AVVCRDGQVHLFEHILNGYC 54.81 2386.131073 3.223209356 WDR43_HUMAN[288-307] 
FFDELDSIAKARGGNIGDG KARGGNIGDGGGAADRVINQ 55.85 1924.982727 0.137144088 TERA_HUMAN[584-603] 
FGAAEVQRFNRDVDETISW NRDVDETISWIKE 42.11 1603.78418 2.114997792 SPTA2_HUMAN[261-273] 
FGRDLLDDLKSELTGKFEK KTLFGRDLLDDL 38.03 1404.761276 3.770035586 ANXA5_HUMAN[58-69] 
FHCIDPNDSKHKRTDRSIL KHLNEIDLFHCIDPNDS 50.11 2065.952728 2.717390347 TEBP_HUMAN[48-64] 
FHFLDEWLYKFSADEFFIP KFSADEFFIPREV 64.7 1583.798386 3.269355523 ARCH_HUMAN[99-111] 
FHPEQLITGKEDAANNYAR KEDAANNYARGHYTIG 46.91 1778.833572 0.287829063 TBA1A_HUMAN[96-111] 
FIATVTETEKQWTTRFQED KQWTTRFQEDQVCT 35.09 1825.841751 3.353521737 CBWD1_HUMAN[382-395] 
FKSKDYEFMWNPHLGYILT WNPHLGYILTCPSNLGTGLRAGVHI 56.73 2745.417328 2.106419283 KCRB_HUMAN[273-297] 
FKYMDNDYAKLGLSLVVPG KLGLSLVVPGGGIKK 44.17 1464.939178 2.698405544 SNAG_HUMAN[268-282] 
FLLCLQQLAKLQDREWLTE KLQDREWLTELFQQS 37.97 1919.974106 5.331321901 IF4G2_HUMAN[683-697] 
FNELRIVVEHIIMKPACPL HIIMKPACPLFVRRLCLQSIAF 30.93 2685.443329 -8.91808058 TMM33_HUMAN[217-238] 
FNLRQIVLAKVDQALHTQT KVDQALHTQTDADPAEEYAR 66.08 2257.061081 -0.012848567 THOP1_HUMAN[559-578] 
FNTNATIVATLTAACAQHC KPGMTRDDLFNTNATIVA 44.47 1962.983307 3.140627828 MDHM_HUMAN[105-122] 
FPVAAMEAPKMPNGMYDGS KCCNHPYLFPVAAMEAP 39.58 2003.905579 5.806161788 CHD4_HUMAN[1017-1033] 
FQIQAERILKLQQVAEKYY KTLFQIQAERIL 37.43 1458.85582 2.751471355 UAP1_HUMAN[133-144] 
FQPSFLGMESCGIHETTFN KSYELPDGQVITIGNERFRCPEALFQPSFLGME 46.98 3827.865097 2.561741271 ACTB_HUMAN[238-270] 
FQTKNSVMRKLYGDADYLE KLYGDADYLEERH 69.63 1607.75795 -2.313159142 PYRG1_HUMAN[466-478] 
FRPKDIGRPKAEVAAEFLN KAEVAAEFLNDRVPNCNVVPHFN 60.9 2639.291443 2.526435653 UBA3_HUMAN[124-146] 
FRPPIDLMHKGSFETAKEC KLTTLADLFRPPIDLMH 79.56 1980.086639 6.597186074 UBXD7_HUMAN[134-150] 
FRPWDVTKLKSDTAAAAVR LFRPWDVTKL 41.89 1273.718292 3.211071102 UBA1_HUMAN[518-527] 
FRSFAFLHCKKLVENGGMF KKLVENGGMFVC 35.54 1380.689377 -0.583042076 SPT5H_HUMAN[627-638] 
FRSTMKPVQKVLEDSDLKK KFEELNMDLFRSTMKPVQ 60.05 2212.10202 5.023276458 GRP78_HUMAN[326-343] 
FSQGHLTRAICCRVTRDGS KSVTLGYLFSQGHLTRA 99.07 1877.01593 0.082045121 DSRAD_HUMAN[1063-1079] 
FTTFRQEMEKMTKKIKKLE KSNELFTTFRQEME 51.66 1758.824661 2.922974708 TXLNG_HUMAN[370-383] 
FVKAGSDGAKIGNCPFSQR KIGNCPFSQRLF 35.09 1465.75 1.394507931 CLIC1_HUMAN[20-31] 
FVNKNFGVEKIPQSHIQQI KIPQSHIQQICETILTSGENLAR 57.07 2635.375153 1.7105724 LANC1_HUMAN[173-195] 
GADSLTSLRKLAEQFPRQV KLAEQFPRQVLDS 36.02 1529.820175 1.43088713 BT3L4_HUMAN[115-127] 
GAGIERMGLAMGGGGGASF AMGGGGGASFDRAIEMERGNFGGSFAGSFGGAGGHAPGVAR 30.83 3826.744141 0.687529634 HNRPM_HUMAN[610-650] 
GAGNGGVVTKVQHRPSGLI KVGELKDDDFERISELGAGNGGVVT 57.12 2604.303131 -0.021886853 MP2K2_HUMAN[63-87] 
GAPQTHLGLKNMIKEVDED KNMIKEVDEDFDS 42.82 1568.70282 0.958753934 EFHD2_HUMAN[134-146] 
GDLDPLASLKSLTYLSILR KSLTYLSILRNPVTNK 47.21 1846.067596 1.125635922 RU2A_HUMAN[113-128] 
GDQQHCDEAKAVDIPHMDI KFSVCVLGDQQHCDEA 56.93 1891.819305 1.874914793 RL10A_HUMAN[62-77] 
GEFSGEIKKKYILEIENVR KYILEIENVR 42.33 1275.718643 2.836832416 EFCB5_HUMAN[1309-1318] 
GEMWSEQSAKDKQPYEQKA KKLGEMWSEQSA 54.05 1392.670715 1.254424309 HMGB2_HUMAN[127-138] 
GFNGAPYRSTCLLQPTSSA KEELEFEVPFRDLGFNGAPYRS 42.57 2599.270676 5.719296623 SP16H_HUMAN[792-813] 
GFSEVELVQMVVDGVKLLI KRGTGGVDTAAVGGVFDVSNADRLGFSEVELVQ 34.7 3349.690292 4.892989671 KCRB_HUMAN[319-351] 
GGKLVLPMIKEHIMQMLQN KEHIMQMLQNPDW 37.71 1668.775208 2.580335553 IPO5_HUMAN[360-372] 
GGRIGALQLQLSQLHEQCS KLQQELGGRIGALQL 36.16 1622.946762 3.678494045 RUFY1_HUMAN[521-535] 
GGSDNFKHLNEIDLFHCID NEIDLFHCIDPNDSKH 53.14 1952.868668 4.980365633 TEBP_HUMAN[51-66] 
GGSLTRQMEKDETVSDCSP KSGSGTMNLGGSLTRQME 109.47 1852.877121 2.203599987 CAPZB_HUMAN[181-198] 
GHEVEDVIIKCQLPKRFTA KLLGHEVEDVII 34.75 1363.771103 2.763660259 RENT1_HUMAN[455-466] 
GILYIATPNKASQGSTLVH KASQGSTLVHPFRALG 94.74 1667.910736 1.030031142 NOP14_HUMAN[627-642] 
GIPEEELLRQQQELFAKAR KASSRLENLGIPEEELLR 62.64 2053.116699 2.305275683 NC2B_HUMAN[103-120] 
GKAMGAKVNDFLRRKEPSS NLGKAMGAKVN 36.83 1117.591354 6.530114942 YA022_HUMAN[53-63] 
GKEKAKEKYKNREPLMPSP KNREPLMPSPQFI 54.1 1555.818054 1.748276409 TOM70_HUMAN[245-257] 
GKGGNEESTKTGNAGSRLA KTGNAGSRLACGVIGIAQ 49.82 1771.936295 0.731967624 SODC_HUMAN[137-154] 
GKVLTPTQVKNRPTSISWD KNRPTSISWDGLDSG 45.74 1631.790344 1.892399971 PEBP1_HUMAN[47-61] 
GLGENVMERKKPALVSIPE KKPALVSIPEDVVQAEAGGMHTVCLS 65.28 2735.398621 2.281934323 RCC1_HUMAN[58-83] 
GLGRIGREVATRMQSFGMK KTLGILGLGRIGREV 31.04 1580.972595 -1.457330764 SERA_HUMAN[146-160] 
GLLHEQNMAKMRLLTFMGM KDFIDSLGLLHEQNMA 54.03 1829.898163 4.469647637 EIF3M_HUMAN[260-275] 
GLNDETMVLSVFIGKIITN RRLSEVLGLNDETMVL 38.92 1843.982559 2.821610202 XPO7_HUMAN[574-589] 
GLNKGYRMVVNEGSDGGQS VNEGSDGGQSVYHVHLH 35.52 1833.839447 -2.767417839 HINT1_HUMAN[98-114] 
GLQLPDGQRREWIKPIMFS KFGEPVLAGFARSLGLQLPDGQR 36.39 2455.333572 4.077246413 PUR4_HUMAN[395-417] 
GNGADLPNYRWTQTLSELD KLKPNLGNGADLPNY 51.39 1612.857269 1.669707575 NUDC_HUMAN[158-172] 
GPLMVTEALKPYSSGGPRV KPYSSGGPRVWYVSNIDGTHIA 38.57 2403.197144 2.121340737 G6PI_HUMAN[172-193] 
GPYAAAMNPCMSPMAYAPS MGAMGAQQAASMMNGLGPYAAAMNP 31.46 2504.02623 -9.004698006 FOXA1_HUMAN[113-137] 
GPYSPCVLCACNGHSETCD ACNGHSETCDPETGVCNCRDNTAGPHCE 61.84 3204.180847 0.978097102 LAMC1_HUMAN[725-752] 
GQALTEVYAKANSFTVSSV KANSFTVSSVAAPSWLHR 92.03 1957.016983 -1.206427957 VIGLN_HUMAN[360-377] 
GQNEVDYRQKQVVILSQDS KQVVILSQDSFYR 67.17 1581.851486 2.268228106 UCK2_HUMAN[54-66] 
GQNGISDLVKVTLTSEEEA KVTLTSEEEARL 75.5 1374.735428 2.236066619 LDHA_HUMAN[305-316] 
GQTDDTRYHVLVNLGKKIT KEIDLLLGQTDDTRYH 79.82 1915.963943 2.295972226 U520_HUMAN[155-170] 
GRDCLINAAKTSMSSKIIG KEAVRYINENLIVNTDELGRDCLINAA 88.42 3102.576736 5.252086052 TCPA_HUMAN[126-152] 
GRGGFSEVYKAFDLTEQRY KAFDLTEQRYVAV 36.79 1538.80928 0.566671914 TLK2_HUMAN[478-490] 
GRGGSMLGTKRTLPKGQLE KGQVQEVGWHDVAGWLGRGGSMLGT 64.24 2624.291824 2.148389119 K6PL_HUMAN[444-468] 
GRGSRAALLTERTRNEMTA KDEAEDLLGRGSRAALL 39.02 1812.96933 2.113108003 SP16H_HUMAN[444-460] 
GRLAHEVGWKYQAVTATLE LGRLAHEVGW 42.35 1136.60907 1.323234206 RL13A_HUMAN[138-147] 
GSAVDVAEYKDEELLTESE KEHLGSAVDVAEY 31.29 1416.688492 0.656460475 SATB2_HUMAN[677-689] 
GSLPQEAFEKYQTLSLKQL KIRELGSLPQEAFE 42.24 1615.856934 1.490230941 SMC3_HUMAN[942-955] 
GSLSSPLIDTERNLGLLLG EGVTIPDLGSLSSPLID 34.31 1711.888 9.844101951 HRC23_HUMAN[15-31] 
GSVQLCGVGKFPSLPILSP KHLSLGSVQLCGVG 39.31 1453.771149 1.977615254 GDE_HUMAN[1038-1051] 
GTDATKEKPKEVAENQQNQ KEVAENQQNQSSDPEEEKGSQPPPAAESQSSLRRQ 36.2 3864.810974 0.024322017 E41L2_HUMAN[28-62] 
GTDGSHYWSKNWAKAAAFV KKGTVVYGEPITASLGTDGSHYWS 61.77 2552.25473 2.077378852 DPYL2_HUMAN[269-292] 
GTGRGTLRLRSRGPATVED RSRGPATVEDLPSAFEE 32.03 1859.901337 3.207697033 GIPC1_HUMAN[246-262] 
GTSMGCKGPKSLIGVRNEN KSLIGVRNENTFLDLTVQQIEHLN 43.35 2780.482071 4.69774653 UGPA_HUMAN[127-150] 
GVPGPATLAKALLQTHPEA KALLQTHPEAQRAIEAAPQEPEQ 41.86 2554.313904 -0.564926651 FWCH2_HUMAN[78-100] 
HAQVADMKKKMEDSVGCLE KMEDSVGCLETAEEVKR 116.25 1979.929199 -0.629820501 MYH9_HUMAN[1372-1388] 
HATSQQPLRKDKDKKNRSD KAAVEALQSQALHATSQQPLR 124.88 2246.213089 4.845933831 SEPT8_HUMAN[402-422] 
HCFPLDIRLKDGSLFWQSP KALQLLHCFPLDIRL 70.5 1836.044373 5.539626465 UBA6_HUMAN[714-728] 
HCWSLTQYSKCVFMDADTL KLHCWSLTQYS 38.09 1421.676163 -1.490494147 GLYG_HUMAN[86-96] 
HDCNGDVNRAINVLLEGNP KNQDECVIALHDCNGDVNR 89.2 2256.00116 -0.255319018 UBP2L_HUMAN[63-81] 
HDDRGPVLEALVARAIRNI IILDEIHLLHDDRGPVLE 46.2 2096.126587 3.94775776 U520_HUMAN[612-629] 
HEEEIQELQAQIQEQHVQI KLHEEEIQELQ 44.89 1394.704117 1.27984135 VIME_HUMAN[236-246] 
HFFMPGFAPLTAQGSQQYR RLHFFMPGFAP 64.42 1318.66449 0.858444289 TBB1_HUMAN[262-272] 
HGEQYLELYKPLPRAGKLK KVLHGEQYLELY 35.42 1490.776901 2.000970097 DHB4_HUMAN[403-414] 
HGPPRVKAVKSSEHINEGE KSSEHINEGETAMLVC 92.91 1803.81311 1.881569649 BASI_HUMAN[227-242] 
HLGHTFSLSKCEFAVGYQR KCEFAVGYQRL 59.94 1369.681244 0.803106566 SYLC_HUMAN[69-79] 
HNEDQMAVEKLSDGIRKFA RWLHNEDQMAVE 56.52 1526.693588 -0.80828269 TALDO_HUMAN[295-306] 
HPCEDDIVCKCTTDENKVP KGQDQGPPERVVLLGEFLHPCEDDIVC 41.13 3106.485229 5.978460746 NOLA1_HUMAN[60-86] 
HPFHVIRINKMLSCAGADR KMLSCAGADRLQTGMRGAFG 59.34 2126.018326 2.157083946 RL10L_HUMAN[101-120] 
HPGSSALHYAVELFEGLKA KPLQNLSLHPGSSALHY 87.32 1860.984604 0.450299265 BCAT1_HUMAN[74-90] 
HPIFGGGKEKDNPASHLHF KTGGVLLHPIFGGGKE 37.03 1608.898788 3.105229513 TAF2_HUMAN[408-423] 
HPLPAQPHLKRVRPSRDAG KEVSALHPLPAQPHL 35.74 1635.909653 -1.583828297 ADAT3_HUMAN[61-75] 
HPQIIIRAFRTATQLAVNK KPYVEEGLHPQIIIRAF 89.47 2009.109802 2.569297106 TCPH_HUMAN[109-125] 
HPTEPWMLASLYNGSVCVW KSVDLHPTEPWMLA 41.89 1622.812653 1.921971704 COPB2_HUMAN[19-32] 
HSLNAFLLPIKTVGVQGDC IKTVGVQGDCRSY 47.47 1481.729675 -2.268969878 GUAA_HUMAN[514-526] 
HSQYHGYYVKLNAPQHPPV KLNAPQHPPVDVEDGDGSSQSSSALVH 42.52 2770.315826 0.305741314 JPH1_HUMAN[556-582] 
HSVDQYLNIKLTDISVTDP KLTDISVTDPEKYPHMLSV 56.08 2172.113647 2.571228263 LSM2_HUMAN[39-57] 
HTIRDRVWQIQSCSALTGE KQDLLTAAPASEIAEGLNLHTIRDRVWQ 53.74 3144.667953 1.306020242 ARL3_HUMAN[127-154] 
IALVVGALESRQIGPRTLV SRQIGPRTLVWSE 40.06 1527.815765 2.478702005 LKHA4_HUMAN[212-224] 
ICLPREQAARFCAEIKSPK KACGNMFGLMHGTCPETSGGLLICLPREQAA 76.68 3375.56546 2.421223969 SPS1_HUMAN[304-334] 
IDCAQYFLDKIDVIKQADY KIDVIKQADYVPSDQDLLRC 52.73 2375.215485 2.646917738 GNAS1_HUMAN[824-843] 
IDDMVAQAMKSEGGFIWAC HRLIDDMVAQAM 46.06 1398.674774 2.709707839 IDHC_HUMAN[248-259] 
IDKNLESAVKFIVRKFPAV KPSYLIDKNLESAV 31.06 1575.850784 0.939175216 NCKP1_HUMAN[44-57] 
IDLPTCELNKLEEIADLVT KLEEIADLVTSVLSSPIRRE 30.67 2254.25322 2.23710449 SMEK2_HUMAN[141-160] 
IDTVKDPVSKTPALVFEYI NLRGGTNIIKLIDTVKDPVS 58.04 2152.221558 4.072071468 CSK22_HUMAN[88-107] 
IEFIRSEYRKRGFQEVVTP KGAYIYNALIEFIRSEYR 40.62 2205.158173 2.819752377 SYTC_HUMAN[348-365] 
IEGVDQPIVKTATITEPRG KTATITEPRGNEEAQIFRPL 47.4 2270.201859 4.041490832 U5S1_HUMAN[561-580] 
IEQTHPEIRKRYDQDLCYT KTCFVDCLIEQTHPEIR 88.17 2145.034698 1.737034838 U5S1_HUMAN[142-158] 
IGAINIENGKANSVRNAVT KANSVRNAVTQEFGPVPDTARYY 53.79 2582.287735 2.10588461 ACON_HUMAN[628-650] 
IGDEAATHLKQTMSHDSQA KQTMSHDSQAVASSLQSCF 87.93 2110.941193 0.957392848 MPI_HUMAN[180-198] 
IGIQDGYLSLLQDSGEVRE KRNDFQLIGIQDGYLS 61.24 1865.963547 4.14531142 IF5A1_HUMAN[85-100] 
IGPETQIGEKSSIKRSVIG KHLVGVDSLIGPETQIGE 54.71 1891.005096 3.616066405 EI2BG_HUMAN[349-366] 
IGSGQRIEAKAKRVNEVIV KGADIKDCLIGSGQRIEA 70.06 1929.994186 2.935760139 EI2BG_HUMAN[417-434] 
IHQEGNRLYREGHVKEAAA KAVPLIHQEGNRLY 54.53 1636.904892 0.367767243 AIP_HUMAN[177-190] 
IIGKGGETIKSISQQSGAR KSISQQSGARIELQRNPPPNADPNM 42.45 2747.377258 2.050319076 FUBP1_HUMAN[400-424] 
IILTGRHRGKRVVFLKQLA SITPGTILIILTGRHRG 46.76 1804.068298 3.24932266 RL6_HUMAN[143-159] 
IITFDVDFPKEQLTEEARE KEQLTEEAREGI 60.65 1401.70993 1.308401946 DJB11_HUMAN[328-339] 
IKEAEEMCSKFTREGTSAV KFTREGTSAVENLNEMQC 68.11 2112.956818 1.880776723 NARG1_HUMAN[467-484] 
ILDRMLPELKKRGHKVLLF KFLILDRMLPEL 53.54 1486.858124 2.959260153 HELLS_HUMAN[600-611] 
ILGVSPTANKGKIRDAHRR KREAALILGVSPTAN 36.34 1538.878006 1.200874918 TIM14_HUMAN[60-74] 
ILLMGSLVDKRGNILIPGI KRGNILIPGINEAVAAVTEEEH 46.89 2359.249527 2.536823652 CNDP2_HUMAN[253-274] 
ILNKSDLVPKENLESWLNY KENLESWLNYLK 69.73 1535.79834 2.840216639 GNL3_HUMAN[185-196] 
IMKGTEMCPKSEDVWLEAA KSEDVWLEAARLQPGDTA 43.39 1984.985397 3.222693733 PRP6_HUMAN[341-358] 
INVGSLLQRAEQQDSGRLY KALVSHNGSLINVGSLLQR 42.67 2005.143234 -1.262752684 K1967_HUMAN[800-818] 
INVLMWELEKKSAVADKHE KNSHLINVLMWELE 32.76 1724.891937 3.540511651 EIF3H_HUMAN[206-219] 
IPKEILWRPKEAFSDGITS KEAFSDGITSVKNSWF 81.04 1814.883911 3.010109885 ASNS_HUMAN[467-482] 
IPLLERLDLKKDNIQAMVI KSGAYLIPLLERLDL 68.68 1699.987213 2.981787134 DDX6_HUMAN[146-160] 
IPQSDLRWSKQTDVGITHF KELGGLGMLSMGHVLIPQSDLRWS 64.56 2623.361435 2.416365475 PRP8_HUMAN[1320-1343] 
IPVLDRIRYVQSLKEIVIN RILEPGLNILIPVLDRIRY 44.41 2262.357559 3.241751053 STML2_HUMAN[57-75] 
IQKCDFPIMKFSLYFLAYE KFSLYFLAYEDKNDIPKE 52.12 2219.11499 3.673536539 LGUL_HUMAN[67-84] 
IRDTNSIKYKLPVHTEISW KLPVHTEISW 45.26 1208.65535 1.633219925 GEMI5_HUMAN[535-544] 
IREVEMGPFKHTVDDGLDI KELIREVEMGPF 34.14 1446.754059 2.574729255 CAND1_HUMAN[1060-1071] 
IRIWLQEPLVQDEGTKEED VQDEGTKEEDKALAC 38.45 1691.767212 5.686361535 CR058_HUMAN[233-247] 
IRQRHIRVRKQVVNIPSFI KQVVNIPSFIVRLDSQ 55.44 1842.036331 4.582428619 RS9_HUMAN[139-154] 
IRVIEPFSRVQIEHISSLI KLYDNLLEQNLIRVIEPFSR 35.06 2459.353592 3.203687353 PSD11_HUMAN[325-344] 
ISETGGSHDKRFVMEVEVD KYELISETGGSHD 84.52 1434.662674 -1.435877602 ILF3_HUMAN[540-552] 
ISGADDRLVKIWDYQNKTC KGVNCIDYYSGGDKPYLISGADDRLV 64.61 2874.385803 6.164099468 COPB2_HUMAN[186-211] 
ISGDIKDRLKKKEDCLKLL KEMACPYSVLISGDIKDRL 126.71 2194.112579 4.145183837 FA98B_HUMAN[89-107] 
ISNASDALDKIRLISLTDE KEIFLRELISNASDALD 37.61 1933.01561 3.845804432 ENPL_HUMAN[97-113] 
ISNASDALDKIRYESLTDP KIRYESLTDPS 53.69 1307.672104 -0.942132203 H90B2_HUMAN[53-63] 
ISNASDALEKLRHKLVSDG KEVFIRELISNASDALE 48.63 1933.01561 4.098259713 TRAP1_HUMAN[109-125] 
ISNSSDALDKIWYESLTDP KEIFLRELISNSSDALD 41.84 1949.010529 3.854776507 HS902_HUMAN[41-57] 
ISTHSTIDAKMASSRVTLF KMASSRVTLFSDSKPLGSEDIDNQGLMMP 53.66 3153.514435 6.924338052 BMS1_HUMAN[386-414] 
IVEDIIDTGKTMQTLLSLV KTMQTLLSLVR 75.66 1288.753677 2.618809211 HPRT_HUMAN[141-151] 
IWNIKDELKKVCSTNDLKE KAQNDLIWNIKDELK 62.52 1826.988998 1.397928506 PARP1_HUMAN[239-253] 
IYDDEIPSLKIEDTVFHVF KDKPNPQLIYDDEIPSL 56.09 1984.015289 3.90874004 RRP44_HUMAN[878-894] 
IYEETRGVLKVFLENVIRD KVFLENVIRDAVTYTEHA 71.39 2104.095291 5.927963459 H4_HUMAN[60-77] 
IYFQLHRALKMIVDPVEPH KMIVDPVEPHGEMK 40.77 1608.800369 -0.377921345 TIF1B_HUMAN[377-390] 
IYKAVPSWFVRVENMVDQL VRVENMVDQLLR 42.99 1470.797668 2.681538111 SYIC_HUMAN[421-432] 
IYVIDSADRKRFEETGQEL KRFEETGQELAELLEEE 81.8 2048.990173 3.05467546 ARL3_HUMAN[98-114] 
KAYVEKFSYKSITTDDWKD KSITTDDWKDFLY 55.81 1630.787888 2.725063163 LKHA4_HUMAN[418-430] 
KDCLHGIEAKSYSVGASGS KSYSVGASGSSSR 78.98 1271.61058 -1.736380646 CPSF7_HUMAN[406-418] 
KDCVGPEVEKACANPAAGS KACANPAAGSVILLENLRFH 68.1 2180.152405 3.090150938 PGK1_HUMAN[106-125] 
KDDEVAQLKKSADTLWDIQ KSADTLWDIQKDL 61.33 1531.788208 1.89712911 LDHB_HUMAN[319-331] 
KDRGFELTFKTADDPSLSL KDRGFELTF 30.12 1111.566208 3.45098652 OST48_HUMAN[51-59] 
KDVQDELRIKENELRALEE KENELRALEEELAGL 54.35 1712.894409 3.615517668 SMC2_HUMAN[691-705] 
KDVSKVKKLKQSGEPFLQD KQSGEPFLQDGSCINVAPHLH 41.55 2333.122269 1.83102277 JHD2B_HUMAN[892-912] 
KEEIEQSLTKRDEFEFLEK KRDEFEFLE 30.54 1211.58223 3.544125932 TRI25_HUMAN[301-309] 
KEILKERELKIYWGTATTG KIYWGTATTGKPHVAYFVPMS 70.01 2353.192917 2.098000535 SYYC_HUMAN[37-57] 
KELAETLQQKNIDHMLWLE KNIDHMLWLEQPENIATCIALRPYP 46.64 3021.520416 4.519578927 CB079_HUMAN[101-125] 
KELNPSLNFKEVTYELDHP KEVTYELDHPGFQIRDS 93.37 2032.985413 3.378774858 CNOT1_HUMAN[355-371] 
KELYGQVLYRLERYDECLA KLKELYGQVLY 30.79 1352.770355 1.987772714 SRP72_HUMAN[110-120] 
KEQKYDRQLRLWGDHGQEA RLWGDHGQEALE 63.98 1409.668762 1.845823693 ULA1_HUMAN[18-29] 
KESAVHSQYKRSPNVPGDF KRSPNVPGDFPDCPAGMLF 36.26 2103.98703 5.048510209 POP1_HUMAN[654-672] 
KETAESVLKKPVVDCVVSV KPVVDCVVSVPCFYTDAERR 49.26 2396.161713 1.597554948 HSP74_HUMAN[135-154] 
KETSENALKKPVADCVISI KPVADCVISIPSFFTDAERR 47.42 2307.168152 3.606152414 HS74L_HUMAN[135-154] 
KFADAFGHRKLRSQAQSYI KLRSQAQSYIAQNF 31.6 1652.863419 -1.432060249 KBTB6_HUMAN[187-200] 
KFGVYDIDNKTIELSDDDF KLKFGVYDIDN 45.18 1310.687042 1.077297596 CPNE3_HUMAN[74-84] 
KGILGYTEHQVVSSDFNSD KQASEGPLKGILGYTEH 58.79 1826.952637 0.65409468 G3P_HUMAN[263-279] 
KGLALQRQGKLFGAAEVQR KLFGAAEVQRFN 44.2 1378.735718 2.461675545 SPTA2_HUMAN[250-261] 
KHEANNPQLKEGLQNMEAR KEGLQNMEARLAER 47.26 1643.841278 2.186950801 STIP1_HUMAN[109-122] 
KILNEQAAKVGDKTELFKD EHYLKILNEQAAK 30.85 1555.835785 -7.187133827 MSH3_HUMAN[683-695] 
KITGCASPGKTVTIVVRGS KTVTIVVRGSN 66.66 1172.687729 -1.575014349 TCPD_HUMAN[384-394] 
KKEYKSYEAKLRLLSSFDF KLRLLSSFD 34.32 1077.618225 0.48161769 RL1D1_HUMAN[145-153] 
KKFIAYCRVKCGPRLSAEA KCGPRLSAEAAE 31.77 1287.6241 0.391418582 MCM5_HUMAN[569-580] 
KKGDIIQLQRRGFFICDQP RRGFFICDQPYEPVSPYSC 66.1 2377.061981 2.149712561 SYEP_HUMAN[674-692] 
KKIEKEIQQKWDTERVFEV KWDTERVFEVNASNLE 53.37 1935.932632 4.582804098 SYLC_HUMAN[23-38] 
KLRTMLITHMQDLQEVTQD MQDLQEVTQDLHYENFRSERL 57.44 2650.244537 2.276771036 SEPT2_HUMAN[284-304] 
KMIGMMLDRKRDFELAQAY KRDFELAQAYLA 38.57 1423.745926 2.497636646 WDR36_HUMAN[887-898] 
KMIHILLYYKASTNIQDTE KASTNIQDTEGNTPLHLACDEERVEEA 102.07 3026.388687 1.776374602 PSD10_HUMAN[162-188] 
KNADELVKQKIHPTSVISG KIHPTSVISGYRLAC 52.2 1700.903198 -0.373918987 TCPA_HUMAN[111-125] 
KNDGKRTRSKGTLRYMSPE KGTLRYMSPEQISSQDYG 45.02 2058.968033 3.001989298 E2AK2_HUMAN[449-466] 
KPDDIQYFDKLLVDVDEST KLLVDVDESTLSPEEQKER 65.2 2214.137924 2.027425641 SF3B1_HUMAN[477-495] 
KPLEVNAIKKEAGTKEEPV KLGLKPLEVNAIK 31.28 1421.896942 -0.823547731 SNUT1_HUMAN[129-141] 
KQAPASRNEKAPVDFGYVG KAPVDFGYVGIDSILEQMRR 50.38 2293.188873 3.427541487 SEPT9_HUMAN[271-290] 
KQCGAEAAPQRCFPPLISE QRCFPPLISEHEFKENMKLEAVNPILPE 30.46 3364.694748 2.473924271 SMBT1_HUMAN[372-399] 
KQDGDSFRMKLNTQEIFDD KLNTQEIFDDWAR 83.43 1634.805252 2.925119059 DYHC1_HUMAN[692-704] 
KQLKAEVIAKNNSFVNEII KNNSFVNEIISRI 97.27 1532.831055 3.489621366 MSH2_HUMAN[918-930] 
KQRARYLAEKYEWDVAEAR KYEWDVAEAR 54.8 1265.604019 0.737197406 EF2_HUMAN[638-647] 
KRESVELALKLLDEDEIRG KLLDEDEIRGY 37.25 1349.682663 2.385005074 HTSF1_HUMAN[199-209] 
KRTWEKLLLAARAIVAIEN AARAIVAIENPADVSVISSRNTGQRAVL 39.85 2877.578415 2.535465224 RSSA_HUMAN[61-88] 
KSCSPELQQKFRSETITEE KFRSETITEEELVGLMN 40.73 1994.99826 0.757895398 CBR1_HUMAN[157-173] 
KSKGLAPDLPEDLYHLIKK PEDLYHLIK 45.95 1126.602234 0.68347104 RS13_HUMAN[85-93] 
KSNYNLPMHKMINTDLSRI KMINTDLSRIL 30.3 1302.732925 3.152603209 RL4_HUMAN[283-293] 
KTDATTAIIKLLEEICNLG KLLEEICNLGRDP 66.09 1555.802795 3.791611648 HUWE1_HUMAN[683-695] 
KTFDHYCEYRRTPNGVVLA RRTPNGVVLAPVQLG 36.01 1575.920914 2.759021701 DYHC1_HUMAN[2642-2656] 
KTGISDVFAKNDLAVVDVR KNDLAVVDVRIGMTR 55.47 1685.924667 0.886160591 NUCL_HUMAN[333-347] 
KTLKEITEGKTVQIPVYDF KTVQIPVYDFVSHSR 91.47 1774.93663 1.775838048 UCK2_HUMAN[105-119] 
KVHGQATGEKLTAYTATPE KLTAYTATPEAIYGTSHVAISPSH 36.31 2514.275436 1.132334174 SYLM_HUMAN[295-318] 
KVIRKNIVKKCLELFSELA KCLELFSELAEDKENY 72.92 1986.924408 2.398682094 HS90B_HUMAN[411-426] 
KVIRKNLVKKCLELFTELA KCLELFTELAEDKENY 90.23 2000.940063 3.40290053 HS90A_HUMAN[419-434] 
KVMQTDESNKETANLQERS KETANLQERSISNDDGEE 31.71 2033.913727 -0.27778956 FA44A_HUMAN[2921-2938] 
KWRPDEEILKALDAAFYKT KWRPDEEIL 40.02 1184.618942 -1.198697699 RO60_HUMAN[342-350] 
KYEYQPFAGKIKDIAWTED KIKDIAWTEDS 45.81 1304.661209 -0.923611426 WDR1_HUMAN[104-114] 
KYINLKASEKLDYITYLSI KLDYITYLSIFDQLFDIPKER 52.32 2616.383911 2.526769857 SF3A3_HUMAN[157-177] 
KYMTDGMLLREAMNDPLLE REAMNDPLLERYGVIILDEAHE 32.31 2582.279831 3.962002831 DHX15_HUMAN[243-264] 
KYSAKDYFFKAALCHFCID KAALCHFCIDMLNA 45.31 1662.768021 3.091832375 SNAA_HUMAN[208-221] 
LAAAPQVGEKIAFKLLELT KKDYSLLPLLAAAPQVGE 30.8 1912.066925 5.332972328 P80C_HUMAN[458-475] 
LAAEFLKQVKPYVEEGLHP KPYVEEGLHPQIIIRA 97.15 1862.041382 1.757211215 TCPH_HUMAN[109-124] 
LAARRYKLQKQLDSLTART KQLDSLTARTPSEGEAGTQRQQ 61.92 2400.19931 0.630364318 SYVM_HUMAN[1008-1029] 
LADPTGAFGKETDLLLDDS KETDLLLDDSLVSIFGNRRL 59.82 2303.248489 3.978728324 PRDX5_HUMAN[159-178] 
LAEGLRESRKHIEDEKLVR KDVVTLLAEGLRESR 38.34 1684.947159 3.117605185 BCKD_HUMAN[163-177] 
LAHVRPPVSKSGSHTVAVM KSGSHTVAVMNVGAPAAGMNAAVRS 33.22 2382.189621 0.52010973 K6PF_HUMAN[397-421] 
LARACAAQTKATFLKLAGP KTLLARACAAQT 68.09 1302.707779 -1.34719392 PRS6A_HUMAN[233-244] 
LARVEPPLRSVLEQTKLKK KFLEMCNDLLARVEPPLR 31.79 2200.149628 0.874485978 HSP74_HUMAN[305-322] 
LCLEGLVRGLQVFKERIKA RYDLLCLEGLVRG 65.67 1562.823883 2.853168581 SYFB_HUMAN[71-83] 
LCLLSDHVDKRILDAAGAN KRILDAAGANL 43.71 1140.661469 0.107832169 GRHPR_HUMAN[65-75] 
LDEDEIRGYKLHVEVAKFQ KLLDEDEIRGY 37.25 1349.682663 2.385005074 HTSF1_HUMAN[199-209] 
LDIQSSGRAKELLGQGLLL KDAHNALLDIQSSGRA 95.85 1694.869965 1.585372362 EIF3C_HUMAN[627-642] 
LDREQGGKDKLQAHGIRLH KVTDAIVLLDREQGGKD 71.89 1856.000336 1.841594494 PYR5_HUMAN[145-161] 
LDSCTKLLQKGIHPTIISE KGIHPTIISESFQ 63.53 1455.772171 2.027102907 TCPD_HUMAN[126-138] 
LDTANKKVFLGRDTYGVRP LGRDTYGVRPLF 35.43 1392.751389 2.257402164 ASNS_HUMAN[135-146] 
LDYIGHVKDETVFFIQQMK KVLLDYIGHVKD 38.45 1398.787094 -1.217483352 CG062_HUMAN[109-120] 
LECPHLNVRKAAHEALGQF KAAHEALGQFCCALH 54.79 1711.792267 -1.965191726 IPO4_HUMAN[715-729] 
LEEEEKRVQKEREDEELNN KEREDEELNNPM 57.5 1502.667068 -1.040816049 CCD94_HUMAN[123-134] 
LEEKRKAFVKRDLELTPNS KRDLELTPNSGTLCGSLSG 42.54 2003.994598 1.768467841 MPP2_HUMAN[321-339] 
LEELLPKGSKEEQRDYVFY KEEQRDYVFYL 31.55 1488.724869 3.165796514 FIS1_HUMAN[67-77] 
LEFEHQRAPRVSQGSKDPA RVSQGSKDPAEGDGAQPEETPRDGDKPEETQG 64.46 3366.519608 -1.416299489 GANAB_HUMAN[185-216] 
LEGHGTAPPDLDLSAINDK DLDLSAINDKSI 36.57 1302.666687 7.841606838 NYS48_HUMAN[101-112] 
LEIIQNEKNKVIIKNMGWN KVIIKNMGWNLVGPVVR 41.58 1922.128784 0.743446543 GLMN_HUMAN[55-71] 
LEILNKLIKYIQIKFVRGS QLLEILNKLIK 37.72 1323.848923 3.912077813 POSTN_HUMAN[639-649] 
LEKDVNPGGKEETPGQRPA KEETPGQRPAVTETHQLAELNE 59.67 2476.21936 5.016518407 SRRM2_HUMAN[108-129] 
LEKGQSPTSKEHVPVTPQC KEHVPVTPQCTLSDQNAQGQGPE 96.96 2519.171082 2.671116721 PTN13_HUMAN[1458-1480] 
LELCRNTNRKQAAAKFYSF KTGAESISLLELCRNTNR 32.09 2061.063644 1.348332939 RAD21_HUMAN[573-590] 
LELEMNSDLKAQLRELNIT KIVKPNGEKPDEFESGISQALLELEMNSDL 137.32 3329.670029 8.845320931 RS7_HUMAN[7-36] 
LELIDTRTQILAASYELHK ILAASYELHK 38.53 1143.628769 6.779297802 SPTB2_HUMAN[1800-1809] 
LEQQVRALEKARSSAQLQT KARSSAQLQTNYPSSDNSLYTNA 95.72 2515.193863 3.180669338 MAX_HUMAN[104-126] 
LESSVQNLFKQVDLIDLVR KQVDLIDLVRW 66.64 1383.78743 3.717333955 TF3C4_HUMAN[535-545] 
LEVQGSRPGKNVQLTENEI KLNLDSIIGRLLEVQGSRPG 81.83 2164.232773 3.738045233 PP1A_HUMAN[6-25] 
LEVRGSKPGKNVQLQENEI KNVQLQENEIRGLCL 75.97 1812.951584 1.847815479 PP1G_HUMAN[26-40] 
LFDIFLETVKEATAGNPGG KEATAGNPGGQTVRERLTE 37.65 2013.023911 -2.528037532 PYR1_HUMAN[358-376] 
LFPAMKPEDKKENVATTDT KKENVATTDTLESTTVGTSV 90.45 2080.053574 3.27780019 SYK_HUMAN[578-597] 
LGECMIRHGKELGGESNFG KNPGYPQSEGLLGECMIRHG 91.34 2242.062286 1.224765261 SH3G1_HUMAN[82-101] 
LGGFQETCSKAIRVGVIGF KAIRVGVIGFPNVG 33.87 1425.845627 1.658664834 GNL3_HUMAN[253-266] 
LGGYKPVDHKLIWLPLREA RVVNMNQQSDTADLLGGYKPVDH 37.1 2556.23909 0.075501545 MDN1_HUMAN[699-721] 
LGLCIFLLYKIVRGDQPAA KIVRGDQPAASGDSDDDEPPPLPRL 79.03 2644.309265 2.524666872 PGRC1_HUMAN[44-68] 
LGSGKVTDRKALSEAQARF KALSEAQARFNESSQ 70.38 1664.811768 0.424071966 PKN2_HUMAN[252-266] 
LHLAEEKQTKSFTVDIRAK KSFTVDIRA 37.91 1035.571289 3.036971026 VIGLN_HUMAN[726-734] 
LHNTQLDQRKIKHPTALGL KLYPNMTAVLLHNTQLDQR 33.31 2254.189194 1.561093456 PNPT1_HUMAN[697-715] 
LHPSLEEEKKKHKKKRLVQ PLARDLLHPSLEEEK 41.39 1745.931152 2.990954136 RS27L_HUMAN[2-16] 
LHQVVEQLQKVHFITDTLS KLLHQVVEQLQ 30.88 1333.771774 3.057494603 DPOLB_HUMAN[209-219] 
LKKKEECMKKIRELGSLPQ KIRELGSLPQEAFE 42.24 1615.856934 1.490230941 SMC3_HUMAN[942-955] 
LKLIAEVKGKKQELEVLTA KKQELEVLTANIQDL 32.7 1740.962128 2.943200152 SPC25_HUMAN[92-106] 
LKLMSTVDPKLNHVAAGLV KLNHVAAGLVSPSL 63.37 1404.808884 2.639504948 SFR11_HUMAN[197-210] 
LKSMLNFLKKAIQDPAFSD KAIQDPAFSDGIRH 52.33 1553.795029 1.669460869 HUWE1_HUMAN[517-530] 
LLAGVDRLDKDLTIGQMQG KLLLLAGVDRLD 50.21 1324.807816 2.133139589 PPME1_HUMAN[316-327] 
LLHPLGGWTKDDDVPLMWR KDDDVPLMWRM 33.3 1404.652985 3.003588819 PAPS1_HUMAN[459-469] 
LLKNFDKLNVRTTHYTPLA VRTTHYTPLACGSNPL 31.4 1785.883209 2.35905684 DKC1_HUMAN[64-79] 
LLKNSPLVSRLTLYDIAHT RLTLYDIAHTPGVAADLSHIET 80.68 2392.238663 2.532774047 MDHM_HUMAN[52-73] 
LLLRMCRYVKISTETEETE KISTETEETEGSLHCC 33.5 1879.792786 1.146934926 UBP15_HUMAN[619-634] 
LLTGISAQQNRVVGAMQLY NRVVGAMQLYSVDR 35.05 1606.824951 1.954786673 CLH1_HUMAN[175-188] 
LMNYEDKYYKEVQTVSEHI KEVQTVSEHIQNCLGSQTGGFAGIK 102.1 2687.333725 -0.715951272 MDN1_HUMAN[2772-2796] 
LNNADSVQAKVEMLDNLLD KKPPLLNNADSVQA 39.95 1493.82016 1.716404738 PARP1_HUMAN[747-760] 
LNQHYQVNFKGKLIMRFDD KAALLNQHYQVNF 45.34 1544.809937 0.456366821 SYEP_HUMAN[216-228] 
LNSTNKDWWKVEVNDRQGF KVEVNDRQGFVPAAYVK 61.95 1919.026489 0.178736459 SPTA2_HUMAN[1006-1022] 
LPDGTANLAKLQLVVENSA KSRAVELLPDGTANLA 32.09 1653.904953 2.685160349 CCD22_HUMAN[386-401] 
LPFVDERRLRAALEEVYPD KYAWQGVALLPFVDERRL 84.99 2160.184372 4.310280234 XRN2_HUMAN[641-658] 
LPGAPLPPPKEVINGNIKT KEVINGNIKTVTEY 57.68 1606.856613 2.234798034 EIF3G_HUMAN[57-70] 
LPGMWAEAGLPRAGGGSQP LLLLLPGMWAEAG 30.89 1382.763168 -6.463145828 PLXA1_HUMAN[17-29] 
LPHEVRGADKVNTFSALLL KLPLLPHEVRGAD 43.18 1443.819778 -1.563214491 ARSA1_HUMAN[317-329] 
LPSRQFGFIVLTTSAGIMD VLTTSAGIMDHEEARR 42.96 1784.883911 1.607387451 RS15A_HUMAN[103-118] 
LPVLRSGHVKAFAHITGGG KAFAHITGGGLLENIPRVLPE 63.37 2231.242615 3.678219457 PUR2_HUMAN[676-696] 
LPVYLNCVLKSDVLQPGAE KSDVLQPGAEVTTDDRAYVR 33.66 2219.118225 -0.460993916 SC24C_HUMAN[913-932] 
LQAGPPRCSSLQAPIMLLS QRHELLLGAGSGPGAGQQQATPGALLQAGPPRCS 66.38 3379.716751 4.066021212 WDR57_HUMAN[20-53] 
LQGINPRTKKADNVVNIAR KADNVVNIARYLYHGNTNPELAFESA 35.45 2905.435822 3.421517669 NU205_HUMAN[892-917] 
LQINDKIALKEITRQLNLE KEITRQLNLENVVGD 31.63 1726.921341 2.769668708 ORC4_HUMAN[112-126] 
LQLAMTHPSHHLNFGMNPD QDRCLLQLAMTHPS 31.69 1684.802505 5.683158692 RNC_HUMAN[888-901] 
LQLGVPVNDKDDAGWSPLH KDDAGWSPLHIAASAGRDEIV 73.57 2207.097076 2.961355924 PSD10_HUMAN[69-89] 
LQPFNVLYEKEGEFVAQFK KHELLQPFNVLYE 58.07 1628.856216 3.570603681 PA2G4_HUMAN[298-310] 
LQPTLEINPRHALIKKLNQ KTQEERAQLLQPTLEINP 36.87 2107.127289 3.015954486 TRAP1_HUMAN[629-646] 
LQQQPEDDSKRSPRPQDLI KGLQRALLQQQPEDDS 47.48 1824.932968 3.06038638 SRP68_HUMAN[400-415] 
LQRAPQCLGKFIEIAARKK KLNTLLQRAPQCLG 69.61 1610.892624 2.754994302 HNRPU_HUMAN[550-563] 
LQTDLSEFRKLPREEEEEE KLPREEEEEEEDDDEEE 63.29 2147.850159 -0.323579369 PPM1F_HUMAN[97-113] 
LRGLSKYGMKNIVSAFGII KNIVSAFGIIPRNNRLMY 37.05 2105.156754 1.566154156 PUS7_HUMAN[458-475] 
LRIEEELGSKAKFAGRNFR KYNQLLRIEEELGS 55.09 1690.888947 1.984163422 ENOA_HUMAN[406-419] 
LRKGNYAERIGAGAPVYLA KGNYAER 63.83 836.414032 -0.514099457 H2A1A_HUMAN[37-43] 
LRKIQLLCLMEMTFTRPAN MEMTFTRPANHRQLTFEEIA 34.64 2421.156906 3.013435429 PSD13_HUMAN[278-297] 
LRNPSSPRAKELAVSALGA KVQPYLPELMECMLQLLRNPSSPRA 69.99 2969.52887 4.317856657 IPO4_HUMAN[472-496] 
LRQQQELFAKARQQQAELA KARQQQAELAQQEWLQ 41.39 1954.002029 1.531216424 NC2B_HUMAN[128-143] 
LSDLTHQISKDYGVYLEDS KDYGVYLEDSGHTLRGLF 102.59 2069.021805 1.777168317 PRDX4_HUMAN[186-203] 
LSGGDDGALKIWDLRQFKS SRREPFLLSGGDDGAL 31.72 1688.84819 -0.230334498 GRWD1_HUMAN[317-332] 
LSLVRQYNPKMVKVASLLV KNVLIVEDIIDTGKTMQTLLSLVRQYNP 53.61 3200.747864 4.563933375 HPRT_HUMAN[128-155] 
LSMVPRPVCAVLLLFPITE KQLGLHPNWQFVDVYGMDPELLSMVPRPVC 80.9 3524.740723 6.377206656 UCHL3_HUMAN[21-50] 
LSQLNERQERIMNEAKKLE KNLDLLSQLNERQE 68.98 1698.890015 -0.301961867 RABX5_HUMAN[629-642] 
LSYIDRLAPRSQYTTGRGS KSQLLSYIDRLAP 58.97 1502.845642 1.809899782 MCM7_HUMAN[387-399] 
LTADDRVNPCIGGVILFHE RQLLLTADDRVNP 40.44 1509.826324 0.687496292 ALDOA_HUMAN[60-72] 
LTASRDHLCKLFDIRNLKE KLNLNGNWLLTASRDHLC 61.33 2124.089813 2.607705176 WDR33_HUMAN[295-312] 
LTEAPLNPRKNRERAAEVF KDQLQTFSEEHPVLLTEAPLNPR 77.68 2661.376205 1.783663652 ACTZ_HUMAN[96-118] 
LTGAYDNTAKIWTHPGWSP KIWTHPGWSPL 31.71 1320.697891 4.407518207 PRP4_HUMAN[475-485] 
LTHLDTTQQMIANSLKDNT KQLHEQAMQFGQLLTHLDTTQQ 49.39 2594.291122 0.435571779 DCTN2_HUMAN[337-358] 
LTIDNGVFEVVATNGDTHL VVATNGDTHLGGEDFDQRVMEHFI 32.55 2686.244598 5.154035493 GRP78_HUMAN[244-267] 
LTLFLITQLKMLNTNYHLP KMLNTNYHLPPSPKPM 38.47 1866.94841 1.099655453 ATP8_HUMAN[27-42] 
LTNEHERVVKAASGALRNL KALSAIADLLTNEHERVV 103.3 1978.084702 3.140411527 CTND1_HUMAN[710-727] 
LTNPKTNIQKEATWTMSNI KEATWTMSNITAGRQDQIQQVVNHG 46.04 2811.372223 3.382334051 IMA2_HUMAN[353-377] 
LTQENRRVTKSDPNQHLTI KSDPNQHLTIIQDPEY 30.91 1896.921738 2.892053947 GDE_HUMAN[326-341] 
LTRYGQNCHKGPPHSKSGG KVADEDDVDNEEAALLHEEATMTIEELLTRYGQNCH 37.25 4157.879333 4.051825137 PPM1G_HUMAN[130-165] 
LTSRSNAQRQEISAAFKTL KGLGTDEESILTLLTSRSNAQR 57.24 2388.260834 2.905042825 ANXA5_HUMAN[29-50] 
LVLLADQDQKILSLKNKLK KKEQDDLLVLLADQDQ 58.61 1869.968353 2.962616983 USO1_HUMAN[903-918] 
LVQRASVGAKNATLVSPPS KLLVQRASVGA 31.01 1140.697876 0.294556523 U2AF2_HUMAN[329-339] 
LVSEVYNQLKFPVKPADLK KTLSHNLLVSEVYNQL 48.78 1856.999588 2.049542727 CUL4B_HUMAN[844-859] 
LVSTGMVAASFSQEVSHMY SFSQEVSHMYVAIG 32.02 1553.71843 3.598464105 MOT7_HUMAN[109-122] 
LYEPQVNSPKDFTEGTLFS KRQVLLYEPQVNSP 41.48 1669.915131 1.684516744 CUL5_HUMAN[644-657] 
LYLRSHVLCKGELDQRALQ KGELDQRALQLF 43.01 1416.772491 2.111136417 MDN1_HUMAN[3513-3524] 
LYSFHQLGRKLPDFLTAKL KLQFSYVECLLYSFHQLGR 38.47 2387.20961 2.941090707 API5_HUMAN[337-355] 
LYSTIMSPEVCASLIVGSY VCASLIVGSYS 36.31 1154.564163 8.261992106 O5AU1_HUMAN[140-150] 
MDRTEMPCQALVRMLAKKP KAVELMDRTEMPCQ 61.16 1706.778976 1.028838546 CKAP5_HUMAN[625-638] 
MDTEEQEEFKAADVEQLKP KDSGKDQEEEEIEDTLMDTEEQEEF 100.88 3002.234589 0.117912172 MDN1_HUMAN[5175-5199] 
MEQPPLRRRKLEHLITELV NVLADSVLMEQPPLRRR 41 1993.089081 1.556378001 DYHC1_HUMAN[1790-1806] 
MGIFEMGWEKPSPIQEESI KPSPIQEESIPIALSGRDILARA 49.66 2460.369965 2.328105156 DDX6_HUMAN[118-140] 
MGLNSADLLKGLCHPRVKV ADKSAYLMGLNSADLL 41.37 1696.834152 2.469893711 MYH6_HUMAN[382-397] 
MHVAYEEFEKVMVACFEVF KLMHVAYEEFE 38.13 1394.654007 -0.862579532 DYHC1_HUMAN[400-410] 
MKILTERGYSFTTTAEREI SFTTTAEREIVRDIKE 36.65 1893.979584 0.959883631 ACTB_HUMAN[199-214] 
MKKELNYFAKALESPERPF KALESPERPFLAILGGAKVAD 31.13 2181.215714 2.24095213 PGK1_HUMAN[199-219] 
MLQSVKRAFAIDSSHPWLH AIDSSHPWLHECMIRLF 30.07 2111.008072 3.737550843 NARG1_HUMAN[700-716] 
MLQTAALQQQHLSSAQLQS QHLSSAQLQSLAAV 30.02 1451.773224 5.007669159 PHC2_HUMAN[96-109] 
MMASGRPRQRSHILEDDEN KGIINDDEDDEDLMMASGRPRQ 62.29 2504.127121 1.817000408 WDHD1_HUMAN[351-372] 
MMPPAHYDAKQLKKAMEGA KSEISGDLARLILGLMMPPAHYDA 58.54 2597.334518 3.466630862 ANXA6_HUMAN[418-441] 
MQVVLARKPKMCSFLEWRD KMCSFLEWRDL 51.79 1483.695175 3.611927902 AP1S1_HUMAN[45-55] 
MRPPAYCDAKEIKDAISGI KEIKDAISGIGTDE 42.23 1474.75148 1.541954716 ANXA6_HUMAN[99-112] 
MSQHGCNAWKVYNENLVHM KVYNENLVHMIEHAQ 38.76 1823.898819 1.444159058 SPF27_HUMAN[136-150] 
MTREKHPDGKILIIGGSIA KILIIGGSIANFTNVAATF 30.38 1949.098587 0.886050614 ACLY_HUMAN[336-354] 
MVVGESGLGKSTLINSLFL KSTLINSLFLTDLYSPEYPGPSHRI 99.33 2847.480667 6.088188833 SEPT7_HUMAN[63-87] 
MYIDSIDLEKITETEDPVK KITETEDPVKFHEAWQ 42.78 1956.95813 2.72463673 PYRG2_HUMAN[344-359] 
NAAESGVQHKPSAPQGGRL KPSAPQGGRLTSEPQPQREGCGC 54.43 2496.15979 -1.826004897 RAB14_HUMAN[193-215] 
NAINKCPLLKPWALTFSYG KPWALTFSYGRALQASAL 69.77 1979.062851 2.891772738 ALDOA_HUMAN[294-311] 
NAMDEIGLPKIFYPETTDI KIFYPETTDIYDR 33.71 1659.814423 1.103135371 IQGA1_HUMAN[130-142] 
NASSQLADRKLSDASDERG NRVDLQHLCGYVTMLNASSQLADR 52.03 2760.343552 -4.278090672 F91A1_HUMAN[645-668] 
NATFYGPVKKEDGSEVGVG KEDGSEVGVGGAQVTGSNTR 50.91 1946.929382 0.324100096 CUL3_HUMAN[569-588] 
NDCFIPCTPKGCLELIKET KDVDGLTSINAGRLARGDLNDCFIPCTP 31.07 3074.491364 5.515383845 C1TC_HUMAN[122-149] 
NDDDETEVLKEDIIQGFRY KEDIIQGFRYGSDIVPFS 49.03 2070.042206 5.722588634 KU86_HUMAN[307-324] 
NDGSQITYEKCLIATGGTP KCLIATGGTPRSLSAIDRAGAEV 52.76 2342.23761 -1.138654758 AIFM1_HUMAN[255-277] 
NDLENAPEFSIVVLHACAH KRGLDLQGFLNDLENAPEF 78.77 2175.096008 4.393369288 AATC_HUMAN[166-184] 
NDRFANYIDKVRFLEQQNK KVELQELNDRFANYID 62.03 1965.979568 4.479192024 VIME_HUMAN[104-119] 
NDRLAVYIDKVRSLETENS KVRSLETENSALQL 50.8 1586.862747 2.397812922 LMNB1_HUMAN[49-62] 
NDRVDELLEKYMDSYDIVL KIGYLNDRVDELLE 40.03 1675.878067 2.377857959 5NT3_HUMAN[296-309] 
NEQASEEILKVEQKYNKLR KEQQEAIEHIDEVQNEIDRLNEQASEEIL 82.71 3448.659317 6.514125617 SET_HUMAN[39-67] 
NETGKILLEKFGGSFLNCV KFGGSFLNCVRESENSAQ 32.69 2028.932327 3.319479862 CI064_HUMAN[162-179] 
NFSSTEQMEKFRLEQKVYF KAVSRELNFSSTEQME 67.84 1854.878143 2.107416067 PDE6D_HUMAN[57-72] 
NGKLTGMAFRVPTANVSVV RVPTANVSVVDLTCRLE 56.63 1928.014954 0.89573994 G3P_HUMAN[234-250] 
NHTANEFARKQVTGFKKEY KMDDSALQLNHTANEFAR 52.61 2059.974503 -1.214092697 SNX18_HUMAN[437-454] 
NIGKKLYEGKTKEVYELLD KTKEVYELLDSPG 40.97 1477.766403 1.765502311 PUR6_HUMAN[17-29] 
NIINSSITTKAISRWSSLA KAISRWSSLACNIALDAV 56.28 1974.035645 2.643822574 TCPG_HUMAN[163-180] 
NKAPEYLHRFYGRNSSYVH FYGRNSSYVHGGVDASG 33.67 1771.791428 1.881711327 G3BP2_HUMAN[33-49] 
NKTDNRPLKKLEAQETLNE KLEAQETLNEEDKA 58.81 1616.789291 1.535141291 BAZ2A_HUMAN[668-681] 
NLAHIYVEQKQYISAVQMY KQYISAVQMYENCLR 85.09 1901.91275 4.075896752 CTR9_HUMAN[695-709] 
NLVIVKKGEKDIPGLTDTT KDIPGLTDTTVPRRLGP 43.74 1835.026505 2.369993015 RS6_HUMAN[119-135] 
NMDLFRSTMKPVQKVLEDS KFEELNMDLFRSTM 40.21 1759.827301 5.377232183 GRP78_HUMAN[326-339] 
NNLGNFINRAGMFVSKFFG KNNSELLNNLGNFINR 113.08 1858.964905 4.813969309 SYMC_HUMAN[641-656] 
NPDVNVFQRKFVNEVRRCE RDLNPDVNVFQR 78.13 1471.753174 1.473073093 VPP1_HUMAN[38-49] 
NPEPNTVSYSQSSLIHLVG KWRNGDIVQPVLNPEPNTVSY 59.02 2425.238998 2.662005685 BACH_HUMAN[205-225] 
NPIKDLHLGKLALTKFPKS KELILSGTLNPIKDLHLG 41.42 1960.135681 2.56155737 PTAR1_HUMAN[109-126] 
NPLLASFFSKVLSILISRK KVLSILISRKPEQIVDFL 32.91 2097.256134 1.915359757 SAPS3_HUMAN[126-143] 
NPRLAILYAKRASVFVKLQ KAIDLFTDAIKLNPRLAILYA 85.21 2358.367447 4.692652968 F10A1_HUMAN[132-152] 
NQDQLDAVSKYQEVTNNLE KGERLNQDQLDAVS 40.52 1571.790329 0.111338005 CAPR1_HUMAN[84-97] 
NQQDVPDKFKYKADTLKVA KFVRLFPLNQQDVPDKF 52.63 2090.131302 1.664967171 EI2BA_HUMAN[234-250] 
NRDNYIRSCKLLPDGCTLI KSPVSQLDCLNRDNYIRSC 77.98 2324.100128 -0.450066668 TLE1_HUMAN[518-536] 
NRDNYIRSCKLLPDGRTLI KSPISQLDCLNRDNYIRSC 35.91 2338.115768 1.425934526 TLE3_HUMAN[520-538] 
NRIQEHFNKKIERLDTDDL KIERLDTDDLDEIE 31.56 1702.826096 1.964968712 DD19A_HUMAN[461-474] 
NSATTSLNSKVVSQYSSLL KGIEILTDMSRPVELSDRETLLNSATTSLNS 49.37 3389.734772 5.793668626 TCPD_HUMAN[143-173] 
NTHHRVRLHSHDIKYGSGS SHDIKYGSGSGQQSVTGVEASD 61.85 2207.993103 0.864133134 SDF2L_HUMAN[55-76] 
NTHSVSPMEKIKQYQAGQT KIKQYQAGQTVTCFL 51.31 1783.929092 2.713112321 RRP5_HUMAN[1142-1156] 
NVTEQEKIDKLMIEMDGTE KLNVTEQEKID 58.12 1315.698318 3.370073473 ENOA_HUMAN[81-91] 
NVWDIGGQRKIRPYWKNYF KLNVWDIGGQR 47.49 1284.693863 2.910421002 ARL3_HUMAN[62-72] 
NYLGECFRVKLNVPDWYPN KQVLNYLGECFRV 60.65 1624.839539 1.448142997 RPA2_HUMAN[298-310] 
PAGDALLQMITIHLPSPVT RRWLPAGDALLQM 41.8 1525.818726 1.021091152 EF2_HUMAN[341-353] 
PAPFKPLNDKNSNSGNSAL KNSNSGNSALNNATPNTPRQNTSTPVR 105.13 2839.392075 0.527225533 MKL2_HUMAN[354-380] 
PATLRITGYKSHAKEILHC KIVPEGEWGQFMDALREPLPATLRITGY 51.6 3186.653564 4.219787225 NSUN2_HUMAN[56-83] 
PCVIHAAVLKVKEEESLEN KVKEEESLENISSVK 53.73 1717.909744 -0.851034232 RB3GP_HUMAN[791-805] 
PDDLVEVKPKMVMTVFACL KIGARIYALPDDLVEVKP 47.9 1996.135681 2.610043019 PLSI_HUMAN[593-610] 
PDHVSIVEPKDEILPTTPI KKPLPDHVSIVEP 34.2 1457.824203 0.913004461 RS3_HUMAN[201-213] 
PDSVRNYMTKFLSDRWMLQ KAAQELQEGQRCVVILPDSVRNYMT 52.9 2904.458572 4.874918905 CBS_HUMAN[359-383] 
PDWRLVFLVKNFPVGQRVL KNFPVGQRVLVDSSFGQPTTQGEAR 73.78 2717.38855 1.152209168 CPSF1_HUMAN[809-833] 
PEAAASADLKIQIGCHTDD KIQIGCHTDDLTRAS 52.84 1713.846817 -1.175134195 F115A_HUMAN[571-585] 
PEDLVEVKPKMVMTVFACL RIGARVYALPEDLVEVKP 42.84 2024.14183 -0.043475214 PLST_HUMAN[592-609] 
PEDLYHLIKKAVAVRKHLE KGLAPDLPEDLYHLIK 65.9 1821.003601 0.412959096 RS13_HUMAN[78-93] 
PEFPSCSLLKELHVGENQI KELHVGENQIEMLEAEHL 53.9 2118.041504 6.731690561 LRC40_HUMAN[268-285] 
PELQVYTRGKKYQRLVRAS ILTGHELPCRLPELQVYTRG 54.69 2351.241974 2.151628823 SURF2_HUMAN[30-49] 
PETKKRKKRKSEDGTPAED KSEDGTPAEDGTPAATGGSQPPSMGRK 71.21 2628.208572 -1.624300311 MBB1A_HUMAN[1185-1211] 
PFGDKDTKSKVTLLEGDHV KVTLLEGDHVRF 70.43 1412.777603 1.43617792 CSDE1_HUMAN[307-318] 
PGDNVGFNVKNVSVKDVRR KSVEMHHEALSEALPGDNVGFNV 71.86 2479.180161 2.400793655 EF1A1_HUMAN[290-312] 
PGQPEAVARLRATFAGLYS KVQQELSRPGMLEMLLPGQPEAVAR 38.6 2776.472748 3.733153876 GSHB_HUMAN[306-330] 
PGSLGQSEEKPVPAAPVPS KPVPAAPVPSPVAPAPVPSRRNPPGGKSSLVLG 44.77 3195.824432 -0.557289688 HN1_HUMAN[122-154] 
PGTQTSGEAKDGPPKKQVC KRALLNLPGTQTSGEA 37.74 1654.900208 2.160855369 TOE1_HUMAN[346-361] 
PHDIDENELKEFFMSFGNV IIRYPDSHQLFVGNLPHDIDENEL 43.52 2833.403488 4.126838994 G3BP2_HUMAN[324-347] 
PHEILEMTNKFMTDPIRIL KEQIYDVYRYLPPATQVVLISATLPHEILEMTN 61.6 3844.012054 2.7437479 IF4A3_HUMAN[198-230] 
PHIRGNVGFVFTKEDLTEI LPHIRGNVGF 36.72 1108.614166 4.019432672 RLA0_HUMAN[79-88] 
PHISDVVLDKANKTPLRPL KPEGLPHISDVVLD 43.98 1517.80896 1.834222931 IF4G1_HUMAN[629-642] 
PHSVLLEIQKELLDYKGVG KLPHSVLLEIQ 56.44 1275.755051 0.996272755 SERC_HUMAN[16-26] 
PIGGLAEFCKASAELALGE KNLDKEYLPIGGLAEFC 66.44 1965.986969 2.021885222 AATM_HUMAN[90-106] 
PKPNMSASCKEIVDSYLPV KEIVDSYLPVILDIIKGEMSRPGEVCS 54.06 3046.571869 1.458032238 SAP_HUMAN[107-133] 
PLCSHPNPRKVLIIGGGDG TERDEFSYQEMIANLPLCSHPNPR 66.01 2903.333023 4.62571806 SPEE_HUMAN[72-95] 
PMETEEEDPKEEPIKEIKE KIKEPIKEPSEEPLPMETEEEDP 73.78 2693.299271 1.06635012 TCRG1_HUMAN[472-494] 
PMLGLLQLLAEPGLGRVHH LPMLGLLQLL 39.81 1109.688217 -7.601234176 GP107_HUMAN[24-33] 
PMLQTVAKNKDQGTYEDYV KDQGTYEDYVEGLRVFD 57.44 2032.937805 6.31942599 MYL6_HUMAN[81-97] 
PNELIELLEKIVLDNSVFS KIVLDNSVFSEHRNLQ 68.21 1898.000992 0.621706735 CLH1_HUMAN[1010-1025] 

PNSGDSTLAMCARDGQVRV MCARDGQVRVAELSATQCC 54.3 2210.965317 1.753080417 WD42A_HUMAN[255-273] 
PNSGGEAQAKKLGNNCVFA KKLGNNCVFAPADVTSE 31.29 1848.903992 2.195895524 HCD2_HUMAN[52-68] 
PPIQQHIWNMLNPPAEVTT ALHPREPLPPIQQHIWN 36.2 2045.095886 0.791160948 KU86_HUMAN[498-514] 
PPTIYIPYLKMLQGLANGP KMLQGLANGPQCAHYCF 52.5 1993.896088 2.755409388 NU205_HUMAN[515-531] 
PQSFQVDTSKAGVAPLQVK KVKCSGPGLSPGMVRANLPQSFQVDTS 38.01 2859.437149 6.106796229 FLNA_HUMAN[1450-1476] 
PRGASTPSEKLYRDLHNQM KAAGMSSPGAQSHPEELPRGASTPSE 57.85 2578.208145 -0.020944779 MYO9B_HUMAN[711-736] 
PRIHPELLAKKRGTKGKSE KGVTIASGGVLPRIHPELLA 71.71 2027.189133 4.903834496 H2AW_HUMAN[96-115] 
PRKTHRGLRKVACIGAWHP KVACIGAWHPARVAF 39.6 1681.887497 1.770035157 RL3_HUMAN[250-264] 
PSHPQHELVKRQCTGCTGM KVIYPGLPSHPQHELV 48.12 1812.988647 2.881981643 CGL_HUMAN[288-303] 
PSLEDLLFYTIAEGQEKIP KIKQGLLPSLEDLLFY 44.84 1876.070953 3.938550399 GLSK_HUMAN[130-145] 
PSLPAGSGLKRSSGMSSLL KEKPQANVPSALPSLPAGSGL 91.07 2060.126572 3.786175134 CFDP1_HUMAN[198-218] 
PSPDKLPGFKMYPIDFEKD KATLPSPDKLPGF 54.04 1369.760544 0.122649175 UBA1_HUMAN[830-842] 
PSQSEQAVMSLSSSACPLL KERWLSLPSQSEQAVM 32.31 1887.951248 3.244787177 RINT1_HUMAN[627-642] 
PSRQFGFIVLTTSAGIMDH LTTSAGIMDHEEARR 32.23 1685.815491 1.737438062 RS15A_HUMAN[104-118] 
PTFLVELSRVLANPGNSQV KFLERAAVENLPTFLVELSR 62.72 2331.295029 3.968609672 IMB1_HUMAN[23-42] 
PVGAANFREAMRIGAEVYH AMRIGAEVYHNL 30.15 1372.692123 0.436368789 ENOA_HUMAN[181-192] 
PVRMGYPVKKGVPMAKEGN KMAVDQDWPSVYPVAAPFKPSAVPLPVRMGYPVK 49.35 3739.96225 1.852959879 RT35_HUMAN[59-92] 
PWSCSADEVQRFFSDCKIQ KVRGLPWSCSADEV 33.27 1602.782425 1.60907679 HNRH1_HUMAN[14-27] 
PYDVTEESIKEFFRGLNIS KEFFRGLNISA 31.4 1280.687698 2.587672237 IF4B_HUMAN[113-123] 
QAAKKVHTSKGDLPREPLV KGDLPREPLVATNLPGRGQLQ 55.39 2258.249496 1.663235177 LAP2A_HUMAN[248-268] 
QACEGRTAHKAARLGITMK KILTDEMLLQACEGRTAH 44.37 2085.034668 4.610954507 GPTC4_HUMAN[141-158] 
QADRSLIDRTRRDEPTGEV KANSNLVLQADRSLIDR 46.53 1912.048981 0.088909856 U520_HUMAN[14-30] 
QAEISQAARKTGIHTSTRL KLQAEISQAAR 55.23 1213.677841 0.091457548 PRPF3_HUMAN[350-360] 
QALGDGDFVKCLHSVGQPL KCLHSVGQPLTGQGEPVSQWPCNPE 35.56 2804.301056 2.933707842 PPCKM_HUMAN[209-233] 
QCAILSPAFKVREFSITDV KVREFSITDVVPYPISLRWNSPAEEGSSDCEVFS 43.38 3899.867615 3.840386772 HSP74_HUMAN[388-421] 
QCNSTAQTEKVSVIQDFVK KQRPLTASLQCNSTAQTE 56.95 2032.000732 -0.407972294 CGBP1_HUMAN[82-99] 
QCPQVDLFYLHAPDHGTPV LHAPDHGTPVEETLHACQ 100.17 2010.921783 0.094981317 ARK72_HUMAN[140-157] 
QDEYWVIIQAKDMIGQPGA AKDMIGQPGALSGTTSVLIK 30.54 1986.081955 -7.080271771 CAD19_HUMAN[226-245] 
QDFYDSTAGKFNHPEIVQL KPGRLQDFYDSTAG 46.13 1553.747421 -0.005792447 HDDC2_HUMAN[160-173] 
QDLELKTATKIQIPRPDDP KIQIPRPDDPSNQI 44.51 1619.863098 2.582934326 VIGLN_HUMAN[183-196] 
QDLMEGLTAKVFRTYNASI KHLQDLMEGLTA 34.45 1354.691467 2.640453629 TOP1_HUMAN[575-586] 
QDLTLRDLEKQEREKAANS KLQDLTLRDLE 53.05 1342.745605 0.794640471 HYOU1_HUMAN[722-732] 
QDLVMDILRVLSTPDLEVR RVLQDLVMDILR 57.7 1469.838806 3.181301229 COPB_HUMAN[316-327] 
QDMLDGFIKKFVLCPECEN KLQDMLDGFIK 51.71 1306.695496 3.855527179 IF5_HUMAN[84-94] 
QEAEEWYKSKFADLSEAAN KFADLSEAANRNNDALRQA 67.89 2103.04567 -0.755095347 VIME_HUMAN[294-312] 
QEESDLELAKETFGVNNAV KKLQEESDLELA 38.39 1401.735077 1.567343242 EIF3J_HUMAN[121-132] 
QEEWNEHNAKIIKYIRTKT KVELAQLQEEWNEHNA 73.67 1936.927856 4.334699392 PININ_HUMAN[212-227] 
QEFDLALRGKKKRKKFMKD KALQEFDLALRG 68.3 1359.751022 6.140830097 DDX27_HUMAN[666-677] 
QEQLEATVKKLEESKQLLK KLQEQLEATVK 74.68 1285.724136 1.77020866 SAS6_HUMAN[445-455] 
QEQVTQLTEKLKNQSESHK KNHTLQEQVTQLTE 59.49 1667.847855 0.303984562 EEA1_HUMAN[569-582] 
QERELLPVKKFESEILEAI QLEQDHDLQAILQERELLPVK 31.95 2514.344162 5.019201504 DHX9_HUMAN[371-391] 
QFPVGRVHRLLRKGNYSER AGLQFPVGRVHR 38.3 1335.752396 1.465091888 H2A1B_HUMAN[22-33] 
QGFPFYGKPMRIQYAKTDS KELGSSTNALRQLQGFPFYGKP 39.33 2437.275375 2.58690506 RU2B_HUMAN[57-78] 
QGRDEQSEEKKKQLVRQVR KAQFERDLQGRDEQSEE 47.63 2063.95079 0.703505145 MYH9_HUMAN[1566-1582] 
QHGSILGFPKAKPYEGSIL KAKPYEGSILEADCDILIPAASE 59.49 2489.235901 1.583216761 DHE3_HUMAN[363-385] 
QHPLGVTWDKKRNLLYVAD KLQHPLGVTWD 32.65 1292.687729 0.088961934 NHLC2_HUMAN[473-483] 
QHPWVTQKDKLPQSQLSHQ KLPQSQLSHQDLQLV 36.44 1732.947174 2.705795116 KS6A1_HUMAN[680-694] 
QIVEMPLAHKLSSLIILMP KLSSLIILMPHHVEPLERLE 45.98 2353.319122 2.459929869 SERPH_HUMAN[263-282] 
QKLLFGKVAKDSSRMLQPS KDSSRMLQPSSSPLWG 32.11 1774.867203 0.665401895 NOC2L_HUMAN[229-244] 
QKYIEIYVQKVNPSRLPVV KVNPSRLPVVIGGLLDVDCSEDVIKNL 107.92 2948.600494 5.066471375 CLH1_HUMAN[806-832] 
QLDRISVYYNEATGGKYVP KFWEVISDEHGIDPTGTYHGDSDLQLDRISVYY 40.23 3854.806412 4.086067708 TBB5_HUMAN[19-51] 
QLTFDKSVFKISAILHPST KISAILHPSTYLN 50.11 1455.808533 1.695964781 WDR36_HUMAN[206-218] 
QMSERNILSRLANRAPEPT RLANRAPEPTPQQVAQQQ 49.8 2031.060959 -0.55488241 CHD4_HUMAN[1895-1912] 
QMYGCRVIQKALEFIPSDQ KALEFIPSDQQNEMVRELDGHVL 39.33 2667.332626 -0.551862181 PUM1_HUMAN[940-962] 
QNHENEDIYKLAYEIIDQF KIEQLQNHENEDIY 67.05 1771.837646 4.462034102 IMA4_HUMAN[461-474] 
QNHENESVYKASLSLIEKY KIEALQNHENESVY 47.6 1672.805618 1.396456334 IMA2_HUMAN[472-485] 
QNLLILTAIKADRTRVMEY KIVLDNSVFSEHRNLQNLLILTAI 35.01 2749.549011 5.466351005 CLH1_HUMAN[1010-1033] 
QNLLLDDFFKSAVENCQDS KDAFDRNPELQNLLLDDFF 60.71 2309.132797 5.442302849 6PGD_HUMAN[377-395] 
QNPDLALRMAVRNNLAGAE AVRNNLAGAEELFAR 72.64 1629.858658 2.143744172 CLH1_HUMAN[352-366] 
QPGANSSTLNGSAAMLDCG GFDPSQDGLQPGANSSTL 36.14 1789.81189 -8.240530797 S26A1_HUMAN[145-162] 
QPNLVDLCASVAELDDKSI KIVNGHLQPNLVDLCA 37.66 1789.950882 2.872704526 NUP93_HUMAN[195-210] 
QPSSSPLWGKLRVDIKAYL KDSSRMLQPSSSPLWG 32.11 1774.867203 0.665401895 NOC2L_HUMAN[229-244] 
QQASQAQVDKSDYDMVDYL KSDYDMVDYLNELRE 78.21 1888.851257 5.381577804 IMB1_HUMAN[749-763] 
QQHENEDIYKLAFEIIDQY KIEVLQQHENEDIY 49.63 1756.863144 1.729218357 IMA3_HUMAN[461-474] 
QQHQETPKKKTGYGELNGN KTGYGELNGNAGEREISL 75.78 1906.938431 1.547506701 NUFP2_HUMAN[91-108] 
QQVDGFEKPKLLLEQYPTR KLLLEQYPTRPHIAA 32.63 1748.993698 2.009727081 METL5_HUMAN[23-37] 
QRAHEQRFLKSIAEGIGPE KSIAEGIGPEERRQTLLQ 57.88 2024.10141 1.833406163 GEMI4_HUMAN[1036-1053] 
QRDYERSLSRLTLDDIERL RLTLDDIERLA 31.47 1313.730286 4.763534849 UBL4A_HUMAN[129-139] 
QRGIPTSARSMLSNFAQAP TLRQAPQPQSSLQRGIPTSAR 34.99 2291.245804 1.413641432 P66B_HUMAN[507-527] 
QRIAQLQLQQQQQQQQQQQ QQQQQQQQQQQQQQQALQAQ 34.27 2450.164673 -3.959325717 MED15_HUMAN[248-267] 
QSATRLTGGKEITEKVITD KAITFLQSATRLTGG 78.78 1562.878036 1.713505429 RFC4_HUMAN[240-254] 
QSELVGQLYKSSLLDDLLT KSSLLDDLLTESEDMAQRR 86.4 2206.08992 3.351177997 DNM1L_HUMAN[692-710] 
QSEVKPILEKLTQDQDVDV KLTQDQDVDVKYF 37.12 1597.798798 1.986482906 2AAA_HUMAN[566-578] 
QSKTIKVSYARPSSEVIKD ARPSSEVIKDANLYISGLPRTMTQ 65.9 2646.379898 2.076043581 ELAV1_HUMAN[96-119] 
QSSNIFTVAKRNVEGQDML KRNVEGQDMLYQSL 51.72 1679.830078 1.581112301 AP1B1_HUMAN[887-900] 
QSVKPQEAPKELVIPLIQN KTVEGRELQSVKPQEAP 56.44 1895.011215 2.184155939 GPKOW_HUMAN[50-66] 
QSVQVFGRKKTATAVAHCK PSKGPLQSVQVFGRK 50.29 1626.920578 -0.515083533 RS16_HUMAN[2-16] 
QTDARKVRCILTGHELPCR ILTGHELPCRLPELQVYTRG 54.69 2351.241974 2.151628823 SURF2_HUMAN[30-49] 
QTEEALPLPKEAASLTSLA KEAASLTSLADSVHLQTPLHM 87.86 2248.152145 2.95220233 ANFY1_HUMAN[529-549] 
QTEPQNNQAKELERLIDKA KYVRGLLQTEPQNNQA 56.58 1857.969681 1.98119487 FIS1_HUMAN[92-107] 
QTGMRGAFGKPQGTVARVH KMLSCAGADRLQTGMRGAFG 59.34 2126.018326 2.157083946 RL10L_HUMAN[101-120] 
QTPEAVTTRKGTGLLSSDY KTVFSPTLPAARSSLGSLQTPEAVTTR 96.26 2814.523956 3.530259524 ZCCHV_HUMAN[374-400] 
QTSQDARFYALSASFEPFS KGLQTSQDARFY 66.25 1412.704819 0.681671066 CALR_HUMAN[64-75] 
QTTVTQQGLKMVVPGLDGA KMVVPGLDGAQIPRDPSQQELPRLLSAAC 47.7 3145.637604 3.216835909 FAS_HUMAN[1158-1186] 
QVKCAQIEAKFYEEVHDLE KFYEEVHDLER 77.61 1463.704468 0.733754678 NP1L1_HUMAN[94-104] 
QVLLKFRTDKGRDPSSDTY KGRDPSSDTYEEDSELLL 53.73 2052.94873 4.327433935 SAE1_HUMAN[253-270] 
QVSLINLAMKCYPDRVDYV KCYPDRVDYVD 32.35 1428.634369 1.543431999 VPS35_HUMAN[360-370] 
QVVEKQNLSKEELIAELQD KEELIAELQDCEGLIVRSAT 43.73 2273.157272 -0.708265996 SERA_HUMAN[38-57] 
QYAEDVLSGKVSADNTVGR KVSADNTVGRFLM 40.44 1436.744583 2.644172141 EIF3F_HUMAN[297-309] 
QYGTAGFRTKAEHLDHVMF KPNGLILQYGTAGFRT 36.69 1734.941696 0.874957356 AGM1_HUMAN[15-30] 
RAENQELKRKLNILTRPSG KLNILTRPSGILVNDTKLDGPILQ 35.38 2617.516663 2.781262142 ZCHC8_HUMAN[73-96] 
RALARSGMKIGRIEDVTPI IGRIEDVTPIPSDSTRR 36.01 1911.01738 3.91466874 RS14_HUMAN[126-142] 
RAPVAGTCYQAEWDDYVPK KYELRAPVAGTCY 55.97 1526.755127 -0.337316699 PEBP1_HUMAN[157-169] 
RASGEMASAQYITAALRDL QYITAALRDL 35.3 1162.634598 2.955356744 UBP14_HUMAN[150-159] 
RATCLEEMTKRDVPGFAIG KRDVPGFAIGGLSGGES 65.13 1645.842392 2.516644376 TGT_HUMAN[203-219] 
RCAQPLIRAKFFEVFDNSM KLEPAFLSGLRCAQPLIRA 36.17 2139.198624 4.281509859 TRRAP_HUMAN[2438-2456] 
RCSWSPDGSKIAAGSADRF KNLLRCSWSPDGS 35.8 1518.724899 1.476896837 WDR57_HUMAN[286-298] 
RDENVNVVKKAILTMTQLY KLIANLNMLLRDENVNVVK 37.25 2195.245956 2.489926008 SYMPK_HUMAN[109-127] 
REAESLIAKKIHPQTIIAG KVLVDMSRVQDDEVGDGTTSVTVLAAELLREAESLIAK 52.6 4057.125275 6.89774116 TCPB_HUMAN[82-119] 
REANQAINPKLLQLVEDRG KQVSDLISVLREANQAINP 44.26 2094.14328 4.95859099 DDX5_HUMAN[451-469] 
REELAGTQQKLQRSEQAVA KLQRSEQAVAQLEEE 38.39 1756.895493 -0.562924775 KLC2_HUMAN[119-133] 
RESEGLQEQKENPHATSNS KFLQALADGSSRLRESEGLQEQ 47.79 2461.256073 3.790747376 TEX10_HUMAN[233-254] 
REYEAALNSKDAALATALG KLREYEAALNS 37.82 1292.672409 0.98632878 LMNB1_HUMAN[134-144] 
RFGIYDIDNKTPELRDDDF KLRFGIYDIDN 37.84 1352.708832 3.067918167 CPNE1_HUMAN[73-83] 
RFLGEKAAAKRQVLNADSV KRQVLNADSVEQSFVGL 50.33 1889.000671 0.536262382 TTC15_HUMAN[368-384] 
RGCVPGVYRVQTVPSARRP KAEGAAMLELVGSILRGCVPGVYR 57.77 2545.350861 3.186986959 TUT1_HUMAN[334-357] 
RGKKKEELLKQLDDLKVEL KQLDDLKVELSQLRVA 91.19 1854.057434 1.202767487 RL35_HUMAN[19-34] 
RGTISEDALPPGPPRGLSP TLRGTISEDAL 31.15 1174.619354 -8.192441208 SIPA1_HUMAN[272-282] 
RIDDIVSGHKKKGDDQSRQ KTAVETAVLLLRIDDIVSGH 57.92 2149.210663 2.38226996 TCPG_HUMAN[507-526] 
RIGCIITARKHPDADSLYV KHPDADSLYVE 30.54 1272.598618 -1.54487045 MCA1_HUMAN[167-177] 
RKNGIIKTDKVFEVMLATD KVFEVMLATDRSHYA 73.8 1765.882126 1.408927563 PIMT_HUMAN[27-41] 
RLEVNLQAMKAQFERDLQG KAQFERDLQGRDEQSEE 47.63 2063.95079 0.703505145 MYH9_HUMAN[1566-1582] 
RLVPTRWAGKGLLGCNIIP KGLLGCNIIPLQR 47.43 1480.854782 1.844880425 PSMD9_HUMAN[211-223] 
RMANRLFGEKSCDFLSSFR KSCDFLSSFRDSCQ 79.61 1735.729416 1.011678424 SPB6_HUMAN[98-111] 
RNIGGQIQEKVRYMSSTDA KVFQEALRNIGGQIQE 50.15 1828.979523 2.8371012 UN45A_HUMAN[126-141] 
RNTNYDVFEKICWGLGIEY KNLRNTNYDVFE 39.97 1511.736832 1.746335701 RT15_HUMAN[168-179] 
RNVLLNNSEKMKVINTGIK KELRNVLLNNSE 37.97 1427.773193 1.435101885 NSUN2_HUMAN[565-576] 
RPELEELRNKHSARFKLWY KDILLRPELEELRN 34.16 1736.978424 0.178470841 NB5R3_HUMAN[214-227] 
RQLGLPTALKRGVVTLLSD KRGVVTLLSDYEVC 50.35 1637.844696 2.684015164 MRT4_HUMAN[163-176] 
RQSCATVQRLQHTLQQVLD LQHTLQQVLDQREEVRQS 50.48 2206.145432 0.009065585 DFFA_HUMAN[171-188] 
RRELIELRNKVNRLLDSLE KVNRLLDSLEPPGEPGPSTNIPENDTVDGREE 54.52 3473.69101 2.332389374 TFG_HUMAN[115-146] 
RRKPTRLELKLDDIEEFEN KLDDIEEFENIR 68.49 1519.751801 2.41026199 CDC26_HUMAN[12-23] 
RSVLEQTKLKKEDIYAVEI KKEDIYAVEIVGGATRIPAV 84.9 2128.189178 2.352234497 HSP74_HUMAN[331-350] 
RTLNIGQCVRITDKGLELI RITDKGLELI 33.64 1156.681549 -6.06649255 FXL14_HUMAN[342-351] 
RTVSLGAGAKDELHIVEAE KDELHIVEAEAMNYEGSPIKV 108.47 2371.172913 4.749126451 NPM_HUMAN[54-74] 
RVDKWWGNRKELATVRTIC KELATVRTICSHVQNMI 46.34 1999.034286 2.864383087 RL9_HUMAN[65-81] 
RVELPTCMYRLPNVHGRSY KPYHGGGAPLRVELPTCMY 33.44 2145.049942 0.68483254 MCA2_HUMAN[7-25] 
RVIGRGSYAKVLLVRLKKT KASSSLGLQDFDLLRVIGRGSYA 72.83 2452.307404 3.330740668 KPCI_HUMAN[235-257] 
RVQQSLGTRKELQKELQER KELSDFLRVQQSLGTR 42.43 1876.016647 2.198274736 BZW2_HUMAN[240-255] 
RVTHELQAMKDKIKENSEK KSEVLRVTHELQAM 30.86 1639.871552 2.012352733 PRS6A_HUMAN[56-69] 
RYAPLGWSKKYEFGESDLR KYEFGESDLRSACDTVDTWLDDTAK 36.87 2921.302536 7.012967588 DYHC1_HUMAN[4204-4228] 
SAERAVTGYNDPETGNIIS KLLSAERAVTGY 50.55 1306.724472 -0.197440245 DESP_HUMAN[2328-2339] 
SASHMETTMKLLKTRVQSR KEQPQQTVIADHSLSASHMETTM 33.64 2568.194824 1.268205967 THOC5_HUMAN[454-476] 
SASYSAFEMKELPQLVASV KELPQLVASVIESESEILHHE 66.98 2386.237961 3.059208729 UBR4_HUMAN[47-67] 
SDELKPAHRKRELPSLSPA KRELPSLSPAPDTGLSPS 59.77 1850.97377 4.063806912 PI4KB_HUMAN[251-268] 
SDLALHFLNKMKIMVIKDI KSILRDALSDLALHFLN 59.93 1925.07341 4.109973136 TCPD_HUMAN[302-318] 
SDQGFDLMNKFLTYFPGRR KRFGALLSDQGFDLMN 36.63 1810.903595 2.52746751 CD2L1_HUMAN[686-701] 
SDVDANTAIKHEEQSNEDI KHEEQSNEDIPIAEQSS 62.34 1939.875885 -0.666537488 TP53B_HUMAN[217-233] 
SEDTTEETLKESFDGSVRA KESFDGSVRA 62.71 1094.535629 0.770189638 NUCL_HUMAN[589-598] 
SEEELEKKSKAIIEEYLHL KAIIEEYLHLNDM 49.86 1587.796631 2.596680154 IF4G1_HUMAN[1248-1260] 
SEGSSISQLSFAEDISADE KKFQDLSEGSSISQL 44.54 1665.857346 1.420289682 RRP1B_HUMAN[329-343] 
SEIELFRVFSLSSEFKNIT KPTLSEIELFRVF 59.89 1577.881714 4.3919642 U520_HUMAN[1006-1018] 
SESSPPKAMKKFQAPARET KPLSPDSRASSLSESSPPKAM 37.95 2171.089188 -1.177289268 LIMA1_HUMAN[359-379] 
SETAAAMLRKHTNIVAQTI KLCGDTSLNNMQRQLALEVIVTLSETAAAMLR 94.09 3545.836746 5.803143651 IPO5_HUMAN[264-295] 
SETYLEAHRIVKMNKSEDD RQVVQGLLSETYLEAHR 71.26 1998.064651 1.256215608 MCM7_HUMAN[286-302] 
SEVPQCVWRINVDIPEEAN KSGQLNLSGRNLSEVPQCVWR 43.33 2427.244095 1.185294881 LRC40_HUMAN[37-57] 
SEVVEENTPPKMEKEGLEI PKMEKEGLEIMIGKKKGIQG 31.85 2229.222443 4.122065085 CYLD_HUMAN[577-596] 
SEYMGNAGRKERSDALNSA RIVAECNAVRQALQDLLSEYMGNAGR 49.29 2933.459946 4.566280177 CTNA1_HUMAN[332-357] 
SFSEERFRPSLEERLESII KQIIVDPLSFSEERFRP 46.71 2060.105453 -0.073782631 CTNA1_HUMAN[287-303] 
SFTGSTQVGKQVGLMVQER KDERVNLLSFTGSTQVG 55.7 1849.9534 3.267109323 AL7A1_HUMAN[235-251] 
SGDHCIIGRTLVVHEKADD KDGVADVSIEDSVISLSGDHCIIGR 107.29 2641.301758 2.802784641 SODC_HUMAN[92-116] 
SGEDMHQFHRAITTGLQEY KIFQVAQELSGEDMHQFH 77.68 2143.015671 -1.978053664 TSNAX_HUMAN[100-117] 
SGFDQARLYSCLDHMREVL KESSNSVSNHQLSGFDQARLY 87.27 2366.125076 2.277140822 HBS1L_HUMAN[62-82] 
SGIMSVNGKKVLHMDRNPY KVLHMDRNPYYGGESSSITPLEELY 41.07 2897.390518 2.676201207 GDIA_HUMAN[29-53] 
SGLLDIFKSKIGCPLTPLP KVPNQYTHLSGLLDIFKS 60.64 2059.110214 3.671488757 RB3GP_HUMAN[197-214] 
SGRDILARAKNGTGKSGAY KPSPIQEESIPIALSGRDILARA 49.66 2460.369965 2.328105156 DDX6_HUMAN[118-140] 
SGTIKEILGTAQSVGCNVD TAQSVGCNVDGRHPHDIIDDINSGAVECPAS 65.14 3290.468079 -0.457685643 RL12_HUMAN[135-165] 
SGTTSVLIKLSDVNDNKPI AKDMIGQPGALSGTTSVLIK 30.54 1986.081955 -7.080271771 CAD19_HUMAN[226-245] 
SGWAFCSQDASDGLQRLHM ASDGLQRLHMLQISY 40.06 1730.877365 -6.292762399 EPCR_HUMAN[21-35] 
SHALRKQAWKFLLGYFPWD KFLLGYFPWDSTKEERTQLQ 66.87 2485.264145 5.741442023 TBC15_HUMAN[357-376] 
SHETVTIELKNGTQVHGTI KNGTQVHGTITGVDVSMNTHL 92.28 2208.095749 4.000279428 SMD1_HUMAN[20-40] 
SHEVISRQATINIGTIGHV KLTPLSHEVISRQA 41.33 1577.888916 -0.18062108 IF2GL_HUMAN[27-40] 
SHRTLQVLIKQEIQRKSGY KLMDLSHRTLQVLI 40.85 1665.959976 4.002497116 NUP54_HUMAN[378-391] 
SIKKDEEVLKKNCPHVVVG KVSVFFGGLSIKKDEEVL 33.47 1994.108826 0.804870817 DDX39_HUMAN[143-160] 
SIPYRLIFEKFSGKDPNSK KDCLSIPYRLIFE 40.82 1652.859589 2.954273934 PRKDC_HUMAN[2246-2258] 
SISADRLSEKRSPNDFALW KRSPNDFALW 39.05 1232.630188 2.698295103 SYCC_HUMAN[314-323] 
SITAKAKKKEKEKEKKEEE EKEKEKKEEEKMEVDEAE 32.65 2252.036499 -1.056377195 PSMD1_HUMAN[843-860] 
SKAEIQKVLKEKDQLTTDL KEKDQLTTDLNSME 48.8 1650.777039 3.571045551 TACC3_HUMAN[706-719] 
SKDIRPVCRKFMQDPMEVF KFMQDPMEVFVDDETKLTLHGLQQYYV 46.68 3273.572632 7.912150703 DDX39_HUMAN[240-266] 
SKDNLKKRLKEEFQHAMGG KEEFQHAMGGVPAWAETT 50.29 1987.909805 1.573008993 UTP18_HUMAN[183-200] 
SKEIRPVCRKFMQDPMEIF KFMQDPMEIFVDDETKLTLHGLQQYYV 37.59 3287.588272 6.423857933 UAP56_HUMAN[241-267] 
SKTETNVYFKLMRLPGGPT KLMRLPGGPTLTFQV 49.44 1656.938538 2.374258254 SSF1_HUMAN[98-112] 
SLAVSDCFWKMVRESVEQQ KMVRESVEQQADSF 47.66 1652.782806 -0.733308693 OPA1_HUMAN[554-567] 
SLDRAMRLVKDVFISAAER KDVFISAAERDVYTGDALR 59.17 2125.080368 0.1289363 PSB1_HUMAN[204-222] 
SLEEFIRGAKSDPSIVRLL KLSLEEFIRGA 53.14 1261.703003 3.557889606 HPCA_HUMAN[163-173] 
SLEELQMRLKALDPMMERE KNLSLEELQMRL 48.6 1472.802048 1.273762487 STK3_HUMAN[441-452] 
SLFIDDKLKKGVKGLTEQE KGVKGLTEQEVETILD 45.86 1757.941086 2.529094994 CUL3_HUMAN[398-413] 
SLGNAMAACRSFQRALELD KCHLSLGNAMAAC 80.35 1431.64209 0.324103352 DNJC7_HUMAN[104-116] 
SLTKVDEREKQAALEEEQA KQAALEEEQARL 52.64 1384.730988 1.289059041 PICAL_HUMAN[324-335] 
SNAEAMLILCQAESRAVVY GDSLQLSNAEAMLIL 30.98 1573.802124 1.370566202 TPC10_HUMAN[818-832] 
SNGIDVYPQKEFDEDSEDR KQRITADLLSNGIDVYPQ 76 2030.079636 3.033378539 SEPT9_HUMAN[458-475] 
SNSPHGPSAKFLVQNIHTL KQDLYMWLSNSPHGPSA 78.04 1929.904312 3.519345471 BXDC2_HUMAN[123-139] 
SNVKFIQEKKLIGRYFDEI KLIGRYFDEISQDTG 42.94 1740.868256 0.14245765 ERF1_HUMAN[285-299] 
SPGDIRYIFTATPAKDFGG FQVLSPGDIRYIF 31.56 1553.824219 1.2697704 PAP21_HUMAN[32-44] 
SPGPVRAPLSRSHTLSGGC SRSHTLSGGCGGRGSKVALLPAGGALQHSR 41.44 2973.542755 3.241251529 IRS2_HUMAN[400-429] 
SPGSCFFLPKGAYIYNALI KGAYIYNALIEFIRSEYR 40.62 2205.158173 2.819752377 SYTC_HUMAN[348-365] 
SPMSVNAVMKVIDPATATS KVIDPATATSVDLRDIKIV 72.06 2053.178299 3.694272438 TCPD_HUMAN[193-211] 
SPPQPNDLYKNPTSSSEFY KAHPPVTSAPLSPPQPNDLY 36.16 2128.095291 2.191161279 AMOT_HUMAN[189-208] 
SPQDVTTHAKIMADNPSWD KEMEPLGWIHTQPNESPQLSPQDVTTHA 63.92 3169.513855 3.876619747 PRP8_HUMAN[2170-2197] 
SPRDDGYSTKDSYSSRDYP RDVYLSPRDDGYST 56.06 1642.758713 -0.267233402 HNRPG_HUMAN[203-216] 
SQDLEHQLQNIIQELNLEI KVNLSQDLEHQLQ 63.11 1550.805252 2.056995871 DHX9_HUMAN[275-287] 
SRMPNQHACKLGANILLET KTIETSPSLSRMPNQHAC 39.81 2055.982971 -0.583662422 FANCI_HUMAN[402-419] 
SSDTSGHFRRILISLATGH KSLEDALSSDTSGHFR 117.48 1748.832932 2.538835997 ANXA6_HUMAN[483-498] 
SSDYRIINGKSGTQDIQPG KGTGLLSSDYRIING 45.67 1592.852203 2.799380879 ZCCHV_HUMAN[401-415] 
SSEGKPYVTKEELYQNLTR KEELYQNLTREQADYCVSHM 52.97 2513.13147 1.39308271 SPTA2_HUMAN[2426-2445] 
SSPRGGMKKKTTHFVEGGD KTTHFVEGGDAGNREDQIN 58.96 2086.966812 -1.020619968 RL7_HUMAN[223-241] 
SSRCSWQDLKDFMRQAGEV KDFMRQAGEVTYADAH 30.16 1837.841721 1.247115012 SFRS6_HUMAN[127-142] 
SSSRNKKHAKNNFTCVACH KNNFTCVACHPTEDCIASGHMDG 47.92 2620.056335 0.125188148 WDR75_HUMAN[203-225] 
SSVQENIQQKSKDIVNKMT KCENIQKPLSSVQENIQQ 80.29 2142.073883 2.70812321 KIF11_HUMAN[739-756] 
SSVVTQHDSKKAGAEVVKQ KEYTLDVYRLSSVVTQHDS 79.31 2239.112076 3.089617565 SYYC_HUMAN[127-145] 
STETPHFTCKGHRHWVLSI KYLASGSGDTTVRFWDLSTETPHFTC 39.84 2975.376007 2.74419098 NLE1_HUMAN[127-152] 
STFQQMWISKQEYDESGPS KQEYDESGPSIVHR 79.09 1643.790329 -0.046842957 A26CA_HUMAN[1059-1072] 
STVEALQNLKNLKSLDLFN KIKDLSTVEALQNL 59.09 1570.89299 0.262271207 AN32E_HUMAN[99-112] 
SVLNLVIVKKGEKDIPGLT KSVRGCIVDANLSVLNLVIVK 60.05 2296.330063 2.220499606 RS6_HUMAN[95-115] 
SVPLLVVDNKQEIAEAQQL KFRSILLSVPLLVVDN 32.45 1812.087296 3.816593171 COPA_HUMAN[1028-1043] 
SVYQIKVHRKYTGEDFDED KYTGEDFDEDLRTVLR 46.83 1955.958862 1.820079179 DYHC1_HUMAN[2966-2981] 
SYLSDGPNDKIQAVIDAGV KIQAVIDAGVCR 78.39 1328.72345 8.385492105 IMA1_HUMAN[288-299] 
SYLSDGPNDKIQAVIDSGV KIQAVIDSGVCR 72.85 1344.718369 1.535637534 IMA5_HUMAN[286-297] 
TATQTRTVNKHGDEIITST KEQSQLTATQTRTVN 71.22 1703.880219 -1.142685958 PRP8_HUMAN[2034-2048] 
TDFIREEYHKRDFTEVLSP KRDFTEVLSPNMYNS 46.32 1799.851212 3.095811455 SYTC2_HUMAN[445-459] 
TDPAPATTFAHLDATTVLS AHLDATTVLSR 46.47 1182.635681 2.818281279 ATPB_HUMAN[377-387] 
TDPSKLDSGKELHINLIPN KELHINLIPN 43.57 1189.68187 -1.242348931 HS902_HUMAN[74-83] 
TDPSKLDSGKELKIDIIPN KIRYESLTDPSKLDSG 34.61 1807.931564 0.392160862 H90B2_HUMAN[53-68] 
TDRIVVIPGKVEEVSLPEQ KSNNLTDRIVVIPG 37.91 1524.862381 1.536532102 CARM1_HUMAN[227-240] 
TEALDEDADPTKSALSAVA PTKSALSAVAS 38.89 1030.565857 8.681638286 BAZ1A_HUMAN[515-525] 
TEDDKHNNAKYAVSMARRI KTISSSLAVVDLIDAIQPGCINYDLVKSGNLTEDDKHNNA 33 4327.164169 9.949010095 PLST_HUMAN[544-583] 
TEDQRFPQLRLSQKARQKT KYAINPHLTEDQRFPQL 64.49 2069.069397 -1.283185573 NOB1_HUMAN[333-349] 
TEDRRAFAARMAEIGEHVA RMAEIGEHVAPSEAANSLEQAQAAAERLGYPVLVRA 61.58 3803.937622 4.639928872 PYR1_HUMAN[521-556] 
TEDVKRLNEKLKESNTTKG NERLSQELEYLTEDVKRLNE 55.14 2477.239731 2.797468454 TPR_HUMAN[131-150] 
TEGKPTDPSKLESPSFTGT KLESPSFTGTGDTEIAHATEDLENNGSK 78.31 2947.368286 4.168803762 NSUN2_HUMAN[470-497] 
TEKDYEILFKSINGILFPG KSINGILFPGGSVDLRRSDYA 36.56 2264.191315 -0.380709878 GGH_HUMAN[88-108] 
TELLEQERKKVVDTTKESS KVLTELLEQERK 63.53 1484.856201 0.626323276 TCOF_HUMAN[1317-1328] 
TEMDGIEQLKDVTILAATN KDVTILAATNRPDRID 55.08 1796.974442 -0.879255688 SPAT5_HUMAN[764-779] 
TEPNADPRKKDGALHMIGS KTMGFCYQILTEPNADPRK 46.82 2268.103088 3.030726441 IPO7_HUMAN[410-428] 
TERGYSFTTTAEREIVRDI KILTERGYSFTT 38.95 1414.745621 -0.372505129 ACTB_HUMAN[191-202] 
TEYLQNVEQKKRQLEESVD KIKSLTEYLQNVEQ 42.19 1691.909363 3.05039981 KINH_HUMAN[642-655] 
TFSYGRALQASALKAWGGK KPWALTFSYGRALQ 41.57 1636.872543 2.827953844 ALDOA_HUMAN[294-307] 
TGEHSCIMLKTLTDEDEAD RQTPNDLTGEHSCIML 36.12 1870.866562 3.319317436 NAT10_HUMAN[734-749] 
TGFGGYDKVKLQSRPAAPP KLQSRPAAPPAPGPGQLTLRL 74.91 2167.258926 2.905513469 VAT1_HUMAN[63-83] 
TGGGYAKICKPLHELIMQL KPLHELIMQL 32 1220.695084 1.563043896 PA1B2_HUMAN[207-216] 
TGIKHELQANCYEEVKDRC NCYEEVKDRCTLAE 43.78 1785.766159 -1.818267181 COF1_HUMAN[138-151] 
TGVEYVVGRKNCAILIEND KLLPAAGPAGGEPYRLLTGVEYVVGR 39.02 2682.485703 2.332910849 NBN_HUMAN[3-28] 
THFLQPIYLKSVTLGYLFS KSVTLGYLFSQGHLTRA 99.07 1877.01593 0.082045121 DSRAD_HUMAN[1063-1079] 
TIDDGIFEVKATAGDTHLG KATAGDTHLGGEDFDNRLVNHFVEEF 35 2917.363113 2.406282567 HSP71_HUMAN[220-245] 
TIKSYGMLVKVGEQMRGLV KVGEQMRGLVPPMHLADILM 40.25 2234.173752 3.293835134 RRP5_HUMAN[471-490] 
TKEGGVFTFGAGGYGQLGH GAGGYGQLGHNSTSHEINPR 82.09 2050.956909 -0.583630009 HERC4_HUMAN[267-286] 
TKKSSETLRKAGQVFLEEL KAGQVFLEELGNH 44.14 1440.736115 2.75484175 CN37_HUMAN[204-216] 
TLAAVGAASKTLSHPQQMA KTLSHPQQMALLDQT 58.25 1709.877045 2.145768323 TLN1_HUMAN[1751-1765] 
TLDDIERLASRFLHPEVTE SRFLHPEVTETME 51.16 1574.739883 0.673762068 UBL4A_HUMAN[140-152] 
TLEGIRQFYINVEREEWKL KEELTLEGIRQFY 64.37 1624.846039 2.329451474 IF4A1_HUMAN[238-250] 
TLKLPVTINKFFQPTEMAA KFFQPTEMAAQDFFQRW 81.11 2176.020035 4.411264531 AP2A1_HUMAN[863-879] 
TLLNVYHAFKQNHESVQWC AHIDGDHLTLLNVYHAF 46.78 1934.963898 2.809354741 DHX15_HUMAN[618-634] 
TLPKVEAMNKRLGSLVDEF KRLGSLVDEF 32.92 1162.634613 -0.731958253 KU70_HUMAN[516-525] 
TLQDYSEHCKHNESVVKEM KSWMEGLTLQDYSEHC 76.54 1982.850235 5.455278371 PSDE_HUMAN[223-238] 
TLTVARSEHKVWSPLVTEE KGCTDNLTLTVARSEH 68.73 1800.878845 -1.199969674 PDLI1_HUMAN[71-86] 
TMSGITTSLRFPGQLNADL RFPGQLNADLR 36.98 1285.689102 1.143355729 TBB1_HUMAN[241-251] 
TPDTGRILSKLHTVQPKGK KTRSNPENNVGLITLANDCEVLTTLTPDTGRILS 52.91 3711.910141 3.858121414 PSMD4_HUMAN[40-73] 
TPQMFQQLMKQVTQLAIDT KQVTQLAIDTEERL 44.46 1642.888977 1.208237457 IF4G1_HUMAN[782-795] 
TPVTLELGGKSPCYVDKNC KHLTPVTLELGG 35.55 1263.718689 1.38084529 AL3A1_HUMAN[202-213] 
TQIETLFKSKDYEFMWNPH KDYEFMWNPHLGYILTCPSNLGTGLRAGVHI 123.64 3558.754044 5.282185778 KCRB_HUMAN[267-297] 
TQVEKECKEKEKPSYDTET KEKPSYDTETDPSEGLMNVLK 66.57 2380.146774 2.141464575 CYBP_HUMAN[176-196] 
TRIPSAKKYKDIIRQPSEE KDIIRQPSEEEII 41.29 1568.840942 0.529052996 PEA15_HUMAN[109-121] 
TTGMSATSRKRKEELAEAL KQSATDPRTGIVDISILTTGMSATSR 60.7 2705.401794 3.502991689 MCM4_HUMAN[770-795] 
TTIEDLDQKKNQALNIAWQ KILTTIEDLDQK 85.33 1415.78714 1.767214809 SMC2_HUMAN[1014-1025] 
TTTLSARVARLNPTWNHPD RLNPTWNHPDQDTEAGF 58.9 1996.902756 1.921976415 MYG1_HUMAN[201-217] 
TVHLIHEVTKVLLVLELQG SIRPGLSPYRALLDSLQLGPDSLTVHLIHEVT 64.28 3496.90419 5.202315823 GANAB_HUMAN[52-83] 
TVKIKCDKEKNLLHVTDTG KNLLHVTDTGVGMTREELV 77.54 2111.104492 0.621475633 ENPL_HUMAN[142-160] 
TVPGDSPCARVGHSCSYLP RVGHSCSYLPPVGNA 42.26 1612.778015 1.839682816 RABEK_HUMAN[31-45] 
TVQQIEHLNKTYNTDVPLV KSLIGVRNENTFLDLTVQQIEHLN 43.35 2780.482071 4.69774653 UGPA_HUMAN[127-150] 
TVSSVNNPRKMIDAVVTSR KMIDAVVTSRSEDDETKE 49.13 2051.968094 0.982958754 PATL1_HUMAN[495-512] 
TWPELVIGDKQGELIRDSA KQGELIRDSAQCAAIAE 43.99 1858.92067 4.246550231 NUDC1_HUMAN[365-381] 
TYGNRYKNVKLPDAYERLI KLPDAYERLILDVFCGSQMHF 50.5 2538.239929 4.142240408 G6PD_HUMAN[432-452] 
VAEQVTYQRNRFGAQQDTI KQLVAEQVTYQR 75.56 1461.793961 2.813666023 MCM2_HUMAN[837-848] 
VALAQAVNARALPAVQQNN RALPAVQQNNLDEDLIR 73.25 1964.0439 2.867553011 UBA1_HUMAN[368-384] 
VAPALNKPKKPLTSSSAAP KPLTSSSAAPQRPISTQRTAAAP 38.22 2335.260773 -1.781385637 MARE1_HUMAN[151-173] 
VAVSGRKLNWPLGYPPPDI NGTSQELVAVSGRKLN 32.68 1671.890381 -0.317006429 ANPRA_HUMAN[427-442] 
VCDVVDRILKSPAGSIVHE KSPAGSIVHELNPNFQPP 31.79 1930.990097 3.026944576 SYNC_HUMAN[367-384] 
VCIGRRPFTKNLGLEELGI KNLGLEELGIELDPRGRIPVNTRFQT 40.13 2964.614471 3.579554814 DLDH_HUMAN[320-345] 
VDAVLDVVRKEAESCDCLQ KGHYTEGAELVDAVLDVVR 121.42 2070.07457 5.774671199 TBB4_HUMAN[103-121] 
VDAVLDVVRKECEHCDCLQ KECEHCDCLQGFQLTHSLGGGTGSGMGTLLIS 33.21 3449.547272 1.023032799 TBB6_HUMAN[122-153] 
VDDRALPDFKGIQTSDPNA KGIQTSDPNAVVMGLAPEHFHY 48.81 2410.173965 1.014864502 HDHD2_HUMAN[103-124] 
VDGPCTQVRRQAMPFKCMQ KLVAIVDVIDQNRALVDGPCTQVR 36.92 2678.453781 0.337134808 RL14_HUMAN[23-46] 
VDLEPGTMDSIRSSKLGAL KYVPRAVLVDLEPGTMD 32.38 1901.992081 4.211899766 TBB1_HUMAN[58-74] 
VDPDYLKDRKVFVTLTCAF KVDPVDGVVLVDPDYLKDR 33.17 2141.136856 3.907270092 ARRB2_HUMAN[34-52] 
VDPERDMSLRLNEQYEHAS KLVDPERDMSL 31.99 1301.664917 0.825865387 CAPR1_HUMAN[191-201] 
VDSVLDVVRKESESCDCLQ KGHYTEGAELVDSVLDVVR 113.29 2086.069489 4.067457985 TBB2A_HUMAN[103-121] 
VEEAIAYGRKLGGSQEDQI KLGGSQEDQIKNAID 55.48 1614.821289 4.51752776 TALDO_HUMAN[71-85] 
VEFENIDSAKECVTFAADE KRQALVEFENIDSA 35.09 1618.831451 3.133741933 HNRLL_HUMAN[111-124] 
VENGGMFVCKTRHLVLAGG KKLVENGGMFVC 35.54 1380.689377 -0.583042076 SPT5H_HUMAN[627-638] 
VERALGSPTKQLLPCEMAC SVRLVERALGSPT 35.99 1383.783401 2.305996732 SIAS_HUMAN[265-277] 
VERMDEEFTKIMQNTDPHS KIMQNTDPHSQEYVEHL 56.56 2083.963287 3.136811498 EIF3C_HUMAN[457-473] 
VFAFSKYQHKNLLILYDAI KNLLILYDAIGTLADSVGHHLN 101.02 2376.280121 3.232363025 TNPO1_HUMAN[536-557] 
VFEVELFEFKGEDLTEEED KGEDLTEEEDGGIIR 75.66 1659.795135 1.547781377 FKBP4_HUMAN[138-152] 
VFGGMVEYGKYSNDLYELQ KYSNDLYELQASRWEW 71.6 2086.974808 3.577426987 HCFC1_HUMAN[105-120] 
VGIDIFTGKKYEDICPSTH KYEDICPSTHNMDVPNI 47.61 2031.903 5.971741761 IF5A1_HUMAN[68-84] 
VGIPLETGQKQYNVDYKLE KEEDWRNAAQVLVGIPLETGQ 55.41 2352.207352 2.364162324 CSN4_HUMAN[116-136] 
VGLGLHPLFSSRFEEEELQ SSRFEEEELQRL 48.27 1521.742294 2.397252159 DDX54_HUMAN[549-560] 
VGNKSDLRHLRAVPTDEAR LRAVPTDEARAFAE 50.91 1544.794678 2.198350401 RB11A_HUMAN[131-144] 
VGPFPGLNMKSYAGFLTVN KGRELSLVGPFPGLNM 34.83 1713.923599 3.106906284 CPVL_HUMAN[56-71] 
VGSFIRSQNKEDYAGLKEE KVPSLVGSFIRSQN 62.72 1530.851822 1.567754609 GSTO1_HUMAN[122-135] 
VGYLDRNLEKNSTKQEILA KLVGYLDRNLE 36.03 1318.724472 -1.029782967 SAP_HUMAN[414-424] 
VHDVLDFHLNRVNLEESSG NRVNLEESSGVENSPAGARP 84.91 2082.008972 3.122945236 SCFD1_HUMAN[290-309] 
VHHVKEQYFKSAAMTLNER KSAAMTLNERFTSYQ 69.73 1745.840637 1.629587455 BCLF1_HUMAN[622-636] 
VHKFKELQIKHAVTEAEIQ KHAVTEAEIQQL 40.71 1365.725204 -0.18305293 NEB2_HUMAN[675-686] 
VHPVVDRSIKIAMTTCEQI KIAMTTCEQIVR 82.09 1448.74794 -0.280241986 CNOT1_HUMAN[1414-1425] 
VIDKESEVYKMLQEKQELN KTAASGVEANSRPLDHAQPPSSLVIDKESEVY 75.17 3394.700439 0.76089188 PDLI1_HUMAN[166-197] 
VIDNGSGMCKAGFAGDDAP KAGFAGDDAPRAVFPSIVGRP 73.64 2127.122528 1.515192453 A26CA_HUMAN[718-738] 
VIGKGGENIKSINQQSGAH KSINQQSGAHVEL 44.56 1409.726273 -0.070226399 FUBP3_HUMAN[378-390] 
VIGKGGETIKQLQERAGVK KAGLVIGKGGETI 52.82 1241.734329 7.193970394 FUBP1_HUMAN[196-208] 
VILDHVKFPRYAEIVHLTL KTVSGVNGPLVILDHVKFP 45.47 2019.151718 1.740334799 VATB2_HUMAN[48-66] 
VILLYETALLSSGFSLEDP LSSGFSLEDPQTHANRIYR 59.81 2190.081757 -0.144286851 HS90A_HUMAN[672-690] 
VKFLVGMKGKDEAMAIGGH KDEAMAIGGHWSPSLDGPDPEKDPSVLI 33.45 2960.422577 6.450430472 CCAR1_HUMAN[494-521] 
VKVIDRILYKLDDLVRPYV KLDDLVRPYVH 37.38 1353.740479 2.506388819 SF3B1_HUMAN[562-572] 
VKVSEGDLRKAITFLQSAT KAITFLQSATRLTGG 78.78 1562.878036 1.713505429 RFC4_HUMAN[240-254] 
VLAGRYSGRKAVIVKNIDD KAVIVKNIDDGTSDRPYS 69.01 1977.016708 -0.968631166 RL27_HUMAN[22-39] 
VLDFEATCDKPQIHPQEII KPQIHPQEIIEFPIL 49.02 1801.013779 4.194859633 PRNIP_HUMAN[157-171] 
VLDSQKRVFSWGFGGYGRL SWGFGGYGRLGHAEQ 53.46 1620.743347 2.429132291 RCC2_HUMAN[353-367] 
VLGTAIVEAHDGHDDDVID HDGHDDDVIDIEDDLDDVIEEVEDSKPDTTAPPSSP 110.99 3930.692703 0.711579411 CALX_HUMAN[21-56] 
VLPVVFETEKLQMEQQQQL KLQMEQQQQLQQR 92.93 1684.867859 -1.214932073 TOM22_HUMAN[105-117] 
VLYGDVEELKRSVGELPST KRSVGELPSTVESLQ 46.24 1628.873337 1.606631983 CKAP4_HUMAN[490-504] 
VMEEAPESYKNVTDVVNTC KNVTDVVNTCHDAGISK 96.8 1856.905075 0.020464159 CV028_HUMAN[476-492] 
VNLNEDPLMSECLLYYIKD KTPHLVNLNEDPLM 44.1 1619.834106 2.548409115 KIF1A_HUMAN[490-503] 
VPGSRGASNKYLVEFRAGK KYLVEFRAG 40.84 1081.59201 1.24261273 ADRM1_HUMAN[21-29] 
VQAFQFTDKHGEVCPAGWK HGEVCPAGWKPGSDTIKPDVQ 62.41 2277.084839 0.59857234 PRDX1_HUMAN[169-189] 
VQEMVGSFGKRLATYGITV KRLATYGITVAELTGDHQLC 52.77 2245.152496 -0.927776623 U520_HUMAN[557-576] 
VQMFIGDGAKLVRDAFALA KLVRDAFALA 31.57 1102.649857 2.226454739 PRS6A_HUMAN[266-275] 
VQNHADLLRKNAEVTKQVS KYSELVQNHADLLR 68.16 1684.889633 -0.339488112 HIP1_HUMAN[474-487] 
VQQASQCLSKLVQIASRTK KSRDLLVQQASQCLS 74.76 1731.893753 0.647268343 HNRL2_HUMAN[506-520] 
VQRFGELMRKLWNPRNFKA LLVQRFGELMR 36.29 1360.764908 1.944494589 SNUT2_HUMAN[272-282] 
VQRLMDILYASEEHEGHTE ASEEHEGHTEEPEAEEQAHEQQPPQQEEY 61.39 3401.382782 0.408657328 MARE2_HUMAN[299-327] 
VQSPNSYFMDVKCPGCYKI KRLVQSPNSYFM 50.67 1468.749649 2.965107092 RS27L_HUMAN[22-33] 
VQTKRRALEKIDLKFIDTT KIDLKFIDTTS 40.87 1279.702362 3.721177784 RL3_HUMAN[362-372] 
VRGGQQASSKLGPQASSQV KPSLQTSSARMPGSVIPPPLVRGGQQASS 42.07 2932.555267 1.682491735 P66A_HUMAN[204-232] 
VRKTLDMIKKIADDKYNDT KIADDKYNDTFW 54.9 1514.704147 3.01511025 ENPL_HUMAN[474-485] 
VRLGTQTFCSRVIDEELNP KSDPYALVRLGTQTFC 38 1854.929825 1.292232174 ESYT1_HUMAN[355-370] 
VRLILVKMAKEGLLFEGRI KEGLLFEGRITPELLTRG 37.52 2028.136749 2.520540098 HXK1_HUMAN[315-332] 
VRPFTLGQLKELLGRTGTL KISNIVHISNLVRPFTLGQL 48.45 2248.305557 2.587281778 ACINU_HUMAN[1009-1028] 
VRTKTLVKNCIVLIDSTPY CIVLIDSTPYRQWYESHYALPLGR 32.64 2936.46431 8.752703008 RS8_HUMAN[100-123] 
VRVIQSADSKTKENVNATE KTKENVNATENCISAVG 36.04 1833.889053 -1.286337358 IPO5_HUMAN[961-977] 
VSEYMSKKIKVDEFVTHNL KVDEFVTHNLSFDEIN 60.29 1905.910858 4.099876952 ADHX_HUMAN[341-356] 
VSIFGNRRLKRFSMVVQDG KETDLLLDDSLVSIFGNRRL 59.82 2303.248489 3.978728324 PRDX5_HUMAN[159-178] 
VSPAYCTQESREEIPGGEA SREEIPGGEARTDPPDGQQDSECNRN 47.57 2913.254333 -1.840210084 TXLNG_HUMAN[105-130] 
VSQIEDAMRKAGVAHSKSS KLVSQIEDAMR 32.66 1288.680893 1.791754664 MED15_HUMAN[18-28] 
VTASKAIIEKEYQPHVIVS KEYQPHVIVSTTGPNPFTTLTDRELEEY 58.99 3263.598633 3.746784263 ADDA_HUMAN[548-575] 
VTDNAVYHWSMEGESQPVK SMEGESQPVKMFDRHS 37.98 1863.824356 -1.011361395 CLH1_HUMAN[131-146] 
VTFNSAAHNKPSLIRDLLD KPSLIRDLLDTVLPHLYNET 41.58 2336.273972 3.467059128 CAND1_HUMAN[1037-1056] 
VTPHTQCRLKLLKLERIKD KLPLVTPHTQCRL 53.83 1561.876266 -0.835533536 PRS4_HUMAN[48-60] 
VTSGKDTMVKWWDLDTQHC KWWDLDTQHCF 63.69 1534.666351 2.867724308 WDR3_HUMAN[174-184] 
VVAPAGITLKEANEILQRS KREDLVVAPAGITL 38.32 1480.861313 2.383072587 IMDH2_HUMAN[181-194] 
VVKQLVSQSKKTGQGDYPL KKTGQGDYPLNNELD 32.26 1690.816208 1.257380897 K0776_HUMAN[744-758] 
VVLLFETALLSSGFSLEDP LSSGFSLEDPQTHSNRIYR 57.22 2206.076675 -0.853551475 HS90B_HUMAN[664-682] 
VVNYEDLAAREHVLAYFLP KENRESLVVNYEDLAA 44.27 1848.921707 2.783784722 MCM2_HUMAN[224-239] 
VVPGGGIKKKSPATPQAKP KLGLSLVVPGGGIKK 44.17 1464.939178 2.698405544 SNAG_HUMAN[268-282] 
VVYPKVIERRIRQELPFMA RIRQELPFMATENIIMA 33.85 2032.059738 4.770529044 PUR8_HUMAN[372-388] 
VWHDGEVWRACIDSNEDGD KYSDPGPVYDCLVWHDGEVWR 30.45 2577.174713 3.735873999 TPP2_HUMAN[187-207] 
VYCLNRMSMKTSSWTRSQP KTSSWTRSQPFTLQDLE 44.95 2023.001068 2.5971316 MDN1_HUMAN[2471-2487] 
VYSGMGPDYRVLVHRARKL KHIGLVYSGMGPDY 75.14 1535.744247 2.933431142 PSA2_HUMAN[70-83] 
WCQRKTAPYKNVNIQNFHI KNVNIQNFHISW 67.67 1498.768082 3.556254009 ACTN1_HUMAN[162-173] 
WDTAGQERFRKSMVQHYYR KIQLWDTAGQERF 42.61 1590.81543 2.698616017 RB33B_HUMAN[83-95] 
WEDVGLQWQKENEEDLKDK KENEEDLKDKLDFAP 54.85 1789.873367 3.857256121 HEAT2_HUMAN[318-332] 
WEIQNNPHASYSAPPPVSS KGFNEGLWEIQNNPHA 44.65 1852.88562 1.632048933 HDGR2_HUMAN[75-90] 
WGGNAWFVYKETSLHSPSN KETSLHSPSNTSAPHSQGGIPPPTGI 43.95 2596.288147 -1.496752202 SYPL1_HUMAN[234-259] 
WILGEYCSTKEDIQSVMTE KEDIQSVMTEIRR 44.33 1603.835159 1.180919367 COPB_HUMAN[469-481] 
WKFETSKYYVTIIDAPGHR VTIIDAPGHRDFIK 62.72 1580.867477 1.73132792 EF1A1_HUMAN[87-100] 
WLNASREKIKSDHPGISIT KSDHPGISITDLS 59.06 1368.688507 1.654868868 SSRP1_HUMAN[566-578] 
WPSGDRSQQKDKQSYRDLK KEIVLADVIDNDSWRLWPSGDRSQQ 95.59 2926.457321 5.24593333 PUR6_HUMAN[201-225] 
WSGARSTYGVTKGKVCFEA KFPTLWSGARSTYG 32.64 1569.793976 2.061417007 HNRL2_HUMAN[273-286] 
WSLVAFPKLKRQVLLYEPQ KRQVLLYEPQVNSP 41.48 1669.915131 1.684516744 CUL5_HUMAN[644-657] 
WSPEAERSHSLSQHTATSS KNTSLPPLWSPEAERSH 46.12 1947.98024 0.878345665 NU153_HUMAN[200-216] 
WTLVSEQTRVNAAKNKTGA KLWTLVSEQTR 40.11 1359.751038 1.642947817 RL27A_HUMAN[77-87] 
WVGSSQHLKNLGKAMGAKV NLGKAMGAKVN 36.83 1117.591354 6.530114942 YA022_HUMAN[53-63] 
YCGKVTVTHKKAPSSLIDD KKAPSSLIDDCME 38.53 1492.69014 0.584180184 TBCD4_HUMAN[215-227] 
YDQAEKLVSKSVFPEQANN KSVFPEQANNNEWARY 91.32 1951.917633 0.532297051 PSMD3_HUMAN[273-288] 
YGDQIDMHRKFVVQLFAEE KFLSLYGDQIDMHR 93.31 1721.855911 2.069278839 ISOC1_HUMAN[53-66] 
YGEEMVQALKQLKDSEERA KPQREGGGNNLYGEEMVQAL 41.65 2189.053482 2.713501542 GSHB_HUMAN[364-383] 
YGIKDDVFLSVPCILGQNG KGLYGIKDDVFL 47.39 1366.749649 1.575270205 LDHA_HUMAN[278-289] 
YHDIAQQAFKFCLQYTRKA RLYHDIAQQAF 32.16 1360.688766 2.187127633 EIF3A_HUMAN[172-182] 
YHQPDDKKKNRGFCFLEYE NRGFCFLEYEDH 46.02 1585.661972 2.839192766 HNRPQ_HUMAN[285-296] 
YKQVLEPSFRQAFPNTNRW RQAFPNTNRWFLTCINQPQF 31.03 2537.238632 1.360140097 EF1G_HUMAN[181-200] 
YNPERTITVKGAIENCCRA KGAIENCCRAEQEIM 65.53 1807.801483 1.758489541 IF2B1_HUMAN[330-344] 
YQSNTILRHLGRTLGLYGK KFQDGDLTLYQSNTILRH 81.54 2148.096359 0.649412208 GSTP1_HUMAN[55-72] 
YRRTGASFQKAQQEFAAGV KAQQEFAAGVFSNPAVRTAAANAAAGAAENAFRAP 77.44 3444.728638 4.010185257 SCAM3_HUMAN[313-347] 
YTDKDTGKPKGEATVSFDD KPMINLYTDKDTGKP 49.69 1719.886536 0.022094481 RBP56_HUMAN[268-282] 
YYHRRQEELKRLEENDDDA KRLEENDDDAYLNSPWADNTAL 71.91 2549.166977 2.438835924 CU059_HUMAN[254-275] 
YYMILERLGKYQEALDVIR KYQEALDVIRG 53.42 1290.693176 2.104295622 CL030_HUMAN[208-218] 
AAAAEGVLATRSDEPARDD TRSDEPARDDAAVETAEEA 33.8 2031.898087 1.892319317 BL1S2_HUMAN[11-29] 
AAQDFFQRWKQLSLPQQEA KFFQPTEMAAQDFFQRW 81.11 2176.020035 4.411264531 AP2A1_HUMAN[863-879] 
AASAKKKNKKGKTISLTDF KGKTISLTDFLAEDGGTGGGSTYVS 50.85 2460.202042 6.333626155 IF4B_HUMAN[11-35] 
ADTFLEHMCRLDIDSPPIT RLDIDSPPITARNTGIICTIGPASR 59.3 2693.428268 0.283282094 KPYM_HUMAN[32-56] 
AEQERFLLHQETLPEQLLA KIEEMAEQERFLLH 50.49 1771.892654 1.456070149 NU133_HUMAN[991-1004] 
AESVERLQQRVQELERELA RVQELERELAQE 31.49 1498.773926 1.44651569 UBA5_HUMAN[11-22] 
AGARVREAQKRVEAAQETV KRVEAAQETVADYQQ 91.53 1734.853653 0.046689817 DCTN1_HUMAN[501-515] 
AGDFVNMVEKGIIDPTKVV KGIIDPTKVVRT 58.25 1325.803085 -0.839491183 CH60_HUMAN[516-527] 
ALGDYMGASCHACIGGTNV CHACIGGTNVRAEVQ 36.13 1670.761719 -0.451889693 IF4A1_HUMAN[131-145] 
AMALHRQQCRVLGTSPEAI RVLGTSPEAIDSAENRF 52.76 1860.932968 -1.583076903 PYR1_HUMAN[1033-1049] 
ANDPNYLHRMTTLFCINAL KVLVMANDPNYLHR 52.76 1668.876968 -0.391880296 2AAB_HUMAN[497-510] 
ANGAAREPGGYAAAGSGGA GYAAAGSGGAGGVSGGGSSLAAM 32.69 1811.810837 3.524098581 GATA6_HUMAN[135-157] 
APEDQEKFRLDDSLGGTSE LDDSLGGTSEVIQ 32.82 1332.6409 8.324072899 SIN3B_HUMAN[528-540] 
APGSYLISIKYGGPYHIGG KYGGPYHIGGSPF 36.19 1378.666992 1.044487181 FLNA_HUMAN[2500-2512] 
ARDLYDDHFKAVESMPRGV KAVESMPRGVVVTLR 46.27 1640.93959 -0.145038855 HECD1_HUMAN[846-860] 
ARDWPDARGIWHNDNKTFL KPVSPLLLASGMARDWPDARG 55.2 2236.178635 2.739047724 KCRB_HUMAN[196-216] 
ARTAVYSLHKSSTREHVQK KTALEMARTAVYSLH 56.38 1689.887192 1.219016281 METL5_HUMAN[143-157] 
ARTQQAAQANITLQEQIEA KVTWDGHSGSMARTQQAAQA 34.5 2129.007233 0.568340014 SF3A1_HUMAN[499-518] 
ASQDFFQRWKQLSNPQQEV KFFQPTEMASQDFFQRW 60.58 2192.014954 4.022782775 AP2A2_HUMAN[825-841] 
AVEELQSIIKRCQILEEQD KRCQILEEQDF 39.33 1464.703094 1.166106638 GLMN_HUMAN[11-21] 
AVIKEKIEEKRGVFNVQME KRGVFNVQMEP 32.81 1303.670685 -0.606748322 IF2A_HUMAN[265-275] 
AWLVDHVYAIREAATSNLK KLNSLCMAWLVDHVYA 44.98 1918.943344 4.001160339 2AAA_HUMAN[442-457] 
CDKEFMWALKNGDLDEVKD KNGDLDEVKDYVA 46.06 1464.709625 1.377064754 MTPN_HUMAN[11-23] 
CGPPPMIQYACLPNLDHVG ACLPNLDHVGHPTERCFVF 51.72 2268.056854 4.575723039 NB5R3_HUMAN[283-301] 
CQGGDFTRHNGTGDKSIYG RIIPGFMCQGGDFTRH 48.94 1890.898163 -0.32788651 PAL4B_HUMAN[55-70] 
CSFLEWRDLKVVYKRYASL KMCSFLEWRDL 51.79 1483.695175 3.611927902 AP1S1_HUMAN[45-55] 
CSVYLKDSEKVVSISSEHL KVVSISSEHLEPITPTKNN 71.1 2092.116409 3.299051606 SPT5H_HUMAN[1021-1039] 
DEEVQSILTKMTGLNLQKT KKPTFMDEEVQSILT 57.84 1764.896774 2.310616723 RT22_HUMAN[66-80] 
DGLIEDIKHRRYYEKPCRR RILTMDGLIEDIKH 47.9 1652.891953 1.536700566 RT21_HUMAN[28-41] 
DIERVNIVFNYDMPEDSDT NYDMPEDSDTYLHRVAR 41.84 2080.927231 2.750216305 DDX39_HUMAN[360-376] 
DKKANIRNMSVIAHVDHGK SVIAHVDHGKSTLTDSLVC 45.56 2038.015366 1.970544515 EF2_HUMAN[23-41] 
DKMMVAGFKKQMADTGKLN KQMADTGKLNTLLQRAPQCLG 30.93 2342.219849 0.111859696 HNRPU_HUMAN[543-563] 
DKNELVQKAKLAEQAERYD KLAEQAERYDDMAACM 61.47 1900.811707 2.459475593 1433Z_HUMAN[11-26] 
DKSELVQKAKLAEQAERYD KLAEQAERYDDMAAAM 68.71 1827.81308 6.347476187 1433B_HUMAN[13-28] 
DLVQEEFLQRLDFYQHSWL KRAMDLVQEEFLQ 52.45 1605.818451 1.899965714 MYG1_HUMAN[218-230] 
DQPPQAKKAKVKTSTVDLP KVKTSTVDLPIENQLLW 47.68 1983.104065 3.58982674 HSP74_HUMAN[571-587] 
DSEGKAYSLGRAEYGRLGL GRAEYGRLGLGEGAEE 47.22 1662.796127 1.963560022 RCC1_HUMAN[319-334] 
DSLGPEWRLKLPSIPLVPV RALMDSLGPEWRL 38.15 1542.797653 3.668011802 TOM34_HUMAN[130-142] 
DTIDEGKSNRHVAVTNMNE KGCTERFVCSPDEVMDTIDEGKSN 125.7 2773.199341 4.212102544 KINH_HUMAN[166-189] 
DVDKGPGSTKELIKSINEK KPKVDDEPMDVDKGPGST 50.91 1913.904068 0.064789036 RED_HUMAN[386-403] 
DVIQHETIGKKFEKRHIEI KIQPGSQQADFLDALIVSMDVIQHETIG 42.68 3052.55394 5.890804996 KU86_HUMAN[97-124] 
DVLVSECSARLLQQEEEIK RLLQQEEEIKSLTAEIDRL 67.16 2283.243362 3.262902292 SYRC_HUMAN[11-29] 
EAAGFTAQVIILNHPGQIS IILNHPGQISAGYAPVLDCHTAHIAC 34.52 2827.389786 2.003968476 EF1A1_HUMAN[345-370] 
EAQEFGILDKVLVHPPQDG KVLVHPPQDGEDEPTLVQ 36.05 2000.021484 3.284964713 CLPP_HUMAN[243-260] 
ECADAAHGLKGHIISDGGC KGHIISDGGCSCPGDVA 59.6 1728.755981 -2.132747502 GMPR2_HUMAN[213-229] 
EDEDEQGWCKGRLDNGQVG KGRLDNGQVGLYPANYVEAIQ 37.97 2304.186218 4.836414658 PACN2_HUMAN[466-486] 
EDEGRQRTTKYISCVFAEE KYISCVFAEESDLSRQYQRE 64.14 2507.175049 -0.867909084 TF3C1_HUMAN[427-446] 
EDEPTSKKLKTEDSLMPEE KTEDSLMPEEEFLRRN 36.19 1992.957443 -1.209759902 SF3A1_HUMAN[686-701] 
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EDKSDRPVCRHFAKKGHCR KDDPQVMEDKSDRPVC 50.58 1917.856064 -2.718139332 PRR3_HUMAN[146-161] 
EEMSALLARRRRIAEKGST KTDTGRGNGPLPLGGSGLMEEMSALLAR 85.53 2827.432022 1.814720906 ENAH_HUMAN[427-454] 
EFSGRDASGKRVMGLVPAK KWTSQDSLLGMEFSGRDASG 110.41 2170.995331 3.879787248 FAS_HUMAN[1591-1610] 
EGCSSPMVVKFADTQKDKE KAMHQAQTMEGCSSPMVV 69.53 1990.873306 2.122686555 CELF1_HUMAN[166-183] 
EHQAVVGAVKSLQALGEVI KSLQALGEVIEAELRST 50.83 1843.005051 3.869224339 SYFA_HUMAN[42-58] 
EKATAAEVLKSQEEAAHTS KSQEEAAHTSGQPFHSTGAPGDA 46.34 2309.030869 -1.467282246 SKT_HUMAN[850-872] 
EKTELIQKAKLAEQAERYD KLAEQAERYDDMATCM 69.29 1930.822281 1.937516485 1433T_HUMAN[11-26] 
EKVYCHYFVKLVEGPPPPP KLVEGPPPPPEPPKTAVAHA 62.76 2031.115295 1.904372445 RM22_HUMAN[171-190] 
ELLAHLLGEKWMGPIPPAV KWMGPIPPAVNARL 45.14 1548.859863 2.034399674 GSTK1_HUMAN[213-226] 
ELLEEISERKGGFFVDLFV KLMELLEEISER 46.94 1488.785721 4.27260949 NAT5_HUMAN[91-102] 
ELLIMINACKIASASRVTA KIASASRVTAVIPCFPYARQD 48.13 2349.226318 1.85380181 PRPS1_HUMAN[78-98] 
ELLIMINACKIASSSRVTA KIASSSRVTAVIPCFPYARQD 41.01 2365.221237 4.666371089 PRPS2_HUMAN[78-98] 
ELMNVLELRKYEAIQLTFK KSIMELMNVLELR 96.19 1574.852371 4.351518991 SMC3_HUMAN[1012-1024] 
ELNEKRRGLKYELISETGG KYELISETGGSHD 84.52 1434.662674 -1.435877602 ILF3_HUMAN[540-552] 
ELSAEYLREKLQRDLEAEH KLQRDLEAEHVEVEDTTLN 76.05 2238.112778 0.265402175 BOLA2_HUMAN[11-29] 
ENANVLARYASICQQNGIV KIGEHTPSALAIMENANVLARY 83.04 2397.247406 0.511419888 ALDOA_HUMAN[153-174] 
ENGYTYEDYKNTAEWLLSH KNTAEWLLSHT 51.73 1298.66188 1.00257043 PNPH_HUMAN[11-21] 
EPAPSEVRLAVREAIHALS AVREAIHALSSSEDGGHIFC 33.96 2155.011642 -0.863104386 TELO2_HUMAN[11-30] 
EQNDSDNRRIIRYPDSHQL IIRYPDSHQLFVGNLPHDIDENEL 43.52 2833.403488 4.126838994 G3BP2_HUMAN[324-347] 
EQQQQLQQRQILLGPNTGL KLQMEQQQQLQQR 92.93 1684.867859 -1.214932073 TOM22_HUMAN[105-117] 
ERIWQYVYSKDQLQTFSEE KDQLQTFSEEHPVLLTEAPLNPR 77.68 2661.376205 1.783663652 ACTZ_HUMAN[96-118] 
ESLTVTPCSKASANQRAGR KSYNPRTGMESLTVTPCS 42.76 2026.945206 2.568397007 DHX16_HUMAN[698-715] 
ESNWVSLVSKNYEIERTIV KLREMESNWVSLVS 30.57 1676.85556 2.185042103 SPF27_HUMAN[177-190] 
ESVHMKIEEKITLTCGRDG KITLTCGRDGGLQNMELHG 83.02 2099.025192 0.839437281 COPD_HUMAN[281-299] 
ETNKMLREEKERLEQDLQQ KERLEQDLQQMQA 48.21 1615.798767 2.739821375 TPR_HUMAN[1283-1295] 
FDQSQIQEFKEAFNMIDQN KEAFNMIDQNRDGFID 55.64 1911.878494 3.968871465 MRLC2_HUMAN[35-50] 
FEELGQRLQHYAKIAADFR KMFEELGQRLQ 43.7 1377.707443 2.336490244 HS105_HUMAN[714-724] 
FERLAEEENKAKAEASSGD KLYANMFERLAEEEN 40.3 1855.87738 4.425938959 FKBP4_HUMAN[409-423] 
FEYLAPPRRKGSQITQQST KGSQITQQSTNQSRNPATTNQTEFERVF 77.89 3196.549728 3.048286693 CDK9_HUMAN[345-372] 
FVEVKDPEDKVILARQYGS KQREEYQPATPGLGMFVEVKDPED 47.66 2762.322128 2.708952705 TMED9_HUMAN[50-73] 
GAQFSKTAAKGEAAAERPG KGEAAAERPGEAAVASSPSKANGQENGHV 67.15 2818.35936 -0.918619548 MARCS_HUMAN[11-39] 
GCTGCQIDWKKGKNVTLKT RMRSEPDDSDPFSFDGPEIMGCTGCQIDW 137.08 3404.384277 2.765257748 NP1L1_HUMAN[234-262] 
GDFDPNNIFKAFFGGPGGF KTRYDSGQDLDEEGMNMGDFDPNNIF 57.97 3007.26001 -1.495713701 DNJC7_HUMAN[444-469] 
GDIPAAVNAFQEAASLLGK KHLVMGDIPAAVNA 40.66 1434.765305 3.184492951 NASP_HUMAN[52-65] 
GDLNGEEADKLDERLWGDD KLDERLWGDDDEEEDEEEEDN 80.09 2608.020828 1.032967211 MDN1_HUMAN[4773-4793] 
GDREQLLQRARLAEQAERY ARLAEQAERYDDMASAM 61.05 1926.856339 1.75051971 1433F_HUMAN[11-27] 
GEVMREAAFSLAEAKFTAG KMLMGEVMREAAF 34.42 1511.729828 2.828547748 VATD_HUMAN[55-67] 
GFIGHYLDQKRLKQGLYRH GRSMGFIGHYLDQ 47.38 1479.692886 2.364004067 ACLY_HUMAN[1064-1076] 
GFPVKVPYRKITINPGCVV KFGEAIGMGFPVKVPYR 48.98 1895.012756 4.141396925 GTF2I_HUMAN[879-895] 
GIAPPKVELKDQTKPTPLI KDQTKPTPLILDEQGRTVDATG 34.52 2382.239075 0.855497679 PRPF3_HUMAN[248-269] 
GLAPEHFHYQILNQAFRLL KGIQTSDPNAVVMGLAPEHFHY 48.81 2410.173965 1.014864502 HDHD2_HUMAN[103-124] 
GLFEKRRFRKFLVYVANFD KFLVYVANFDEKDPRTFEGIDP 42.13 2599.295853 2.161739301 GDIB_HUMAN[142-163] 
GLLSILRKLKSAPDQEVRI KSAPDQEVRILLLGLDNAG 39.44 2008.095276 5.551529419 ARL3_HUMAN[11-29] 
GWSYLVFCLKDDVVLPALH KDDVVLPALHFHQGDS 39.48 1776.879517 0.559970437 TBC15_HUMAN[155-170] 
HDLLLWNNATVTTCHSKTA KIVGAPMHDLLLWNNA 32.5 1790.950134 3.561238182 C1TC_HUMAN[175-190] 
HFESGSTLKKFLEESVSMS KFLEESVSMSPEERARYLENYDA 53.43 2762.28569 1.911822524 UCHL3_HUMAN[121-143] 
HFGTPTAYEKECFTYVLKG KDGTTDVTRTMHFGTPTAYE 45.14 2227.021576 2.85044387 XPP1_HUMAN[421-440] 
HKVLRESGLKYVAVMPPHI KYVAVMPPHIGDQPLTGAYTVTLDGRGPSRVIS 46.22 3494.834427 2.882539992 BLVRB_HUMAN[145-177] 
HQRSPGGPTKLIEIISDCN KSSCNEGESSSTSYMHQRSPGGPT 61.92 2570.076172 -0.205830475 MGAP_HUMAN[1310-1333] 
HRDSCPLDCKVYVGNLGNN KVYVGNLGNNGNKTELERAF 116.21 2222.144348 3.529923701 SFRS3_HUMAN[11-30] 
IDLGTGNNNKINWAMEDKQ KHIMIDLGTGNNN 31.9 1425.70343 -1.429469802 TXN4A_HUMAN[88-100] 
IEVQEGQNLKITITGYRTA KEFRFEPSSQMIEVQEGQNL 62.54 2395.147781 3.065781602 NOMO1_HUMAN[931-950] 
IGKKKGIQGHYNSCYLDST PKMEKEGLEIMIGKKKGIQG 31.85 2229.222443 4.122065085 CYLD_HUMAN[577-596] 
IIMRDHTYAKCQNALQQVV KCQNALQQVVARQGRPVVICD 46.29 2438.263474 1.217669883 GFPT1_HUMAN[619-639] 
IITPAFAELKQQDENNASR KQQDENNASRNQAIEELE 69.57 2114.982788 8.068150765 MST4_HUMAN[365-382] 
INIISRLQEVFGHAIKAAY KNMINIISRLQE 41.71 1457.802383 2.736310522 SYRC_HUMAN[71-82] 
INTDLSRILKSPEIQRALR KMINTDLSRIL 30.3 1302.732925 3.152603209 RL4_HUMAN[283-293] 
IPLLQIGLLLFFAILIFAI MIPLLQIGLL 31.88 1109.688217 -4.942829811 CAC1A_HUMAN[223-232] 
ITHIVNQNFKSYAGEKILG RLMITHIVNQNF 35.31 1484.792191 2.069649894 SMC4_HUMAN[81-92] 
KAIVEKLRFTYRSDSFENP TYRSDSFENPVLQQHFR 39.71 2123.018448 2.187451552 KU70_HUMAN[472-488] 
KASGTLREYKVVGRCLPTP MKASGTLREY 43 1154.575363 0.250308476 RL18A_HUMAN[1-10] 
KDEKGLKVLKWNFTTPRDE KWNFTTPRDEYIEQL 49.4 1938.947556 3.614331898 CKAP5_HUMAN[1182-1196] 
KDILEKKVEKVVVSNRLVT KVVVSNRLVTSPCC 59.09 1617.833099 0.3801381 HS90A_HUMAN[585-598] 
KEIAEAYLGYPVTNAVITV KMKEIAEAYLG 30.36 1251.653259 0.123836213 HSP71_HUMAN[126-136] 
KEILDKKVEKVTISNRLVS KVTISNRLVSSPCCIVTSTYGWTANMERIM 69.61 3473.692764 5.624849786 HS90B_HUMAN[577-606] 
KENGRYGRRKQYPISLVLA KQYPISLVLAPTRELAVQIYEEAR 48.05 2786.533005 4.022202493 DDX3X_HUMAN[264-287] 
KENQKHIYYITGETKDQVA ITGETKDQVANSAFVERLR 51.2 2133.117813 0.289716769 HS90A_HUMAN[494-512] 
KETAEAYLGKKVTHAVVTV KMKETAEAYLG 37.37 1239.616882 0.783306531 GRP78_HUMAN[152-162] 
KEYEEEERKKRLGPGGLDP KRLGPGGLDPVEVYESLPEELQ 58.21 2424.253632 3.217485125 CDC37_HUMAN[285-306] 
KGAGTNEDALIEILTTRTS LKKSMKGAGTNEDA 36.16 1464.724213 0.19798949 ANXA3_HUMAN[99-112] 
KIKAEIKAAKADEEPTPAD KADEEPTPADGRIIYR 67.45 1829.927139 0.170498592 K1143_HUMAN[83-98] 
KKMESDFEQKLQDLQGEKD KLQDLQGEKDALHSE 44.37 1709.858398 -1.488427348 DIAP1_HUMAN[503-517] 
KLERFEIPIKVRLSPEPWT KVRLSPEPWTPETGLVTDAF 45.11 2242.163391 1.886570808 ACSL4_HUMAN[670-689] 
KMTVCLETEKKSPLSWIEE KKSPLSWIEE 41.51 1215.649902 2.59285177 BIEA_HUMAN[209-218] 
KNHLGSYECKLCLTLHNNE KLCLTLHNNEGSYLAHTQG 72.39 2155.048019 -0.833392103 SF3A2_HUMAN[57-75] 
KRLEEARLHKEIPETTRTS KEIPETTRTSQMQELH 57.55 1926.946899 0.998989646 PRP4_HUMAN[200-215] 
KRRIHLELRNRTPAAVREL NRTPAAVRELVLDNC 33.6 1726.878433 2.234668015 AN32B_HUMAN[13-27] 
KSGNFGGSRNMGGPYGGGN NMGGPYGGGNYGPGGSGGSGGYGGRSRY 96.18 2595.094574 5.944677375 ROA2_HUMAN[326-353] 
LAAAPPQEQKQMLGERLFP KQMLGERLFPLIQTMH 49.21 1941.032822 2.065910455 PABP4_HUMAN[568-583] 
LASAPPQEQKQMLGERLFP KQMLGERLFPLIQAMHPTLAG 55.73 2350.265335 6.083993916 PABP1_HUMAN[559-579] 
LATDRSHYAKCNPYMDSPQ KVFEVMLATDRSHYA 73.8 1765.882126 1.408927563 PIMT_HUMAN[27-41] 
LDCRTSLSAKVNNASLIGL KYMLDCRTSLSA 47.63 1443.684998 0.786875254 VDAC3_HUMAN[224-235] 
LEKMGWSKGKGLGAQEQGA KGLGAQEQGATDHIKVQV 58.65 1877.995926 -1.167734163 PINX1_HUMAN[43-60] 
LESPESLRSKVDEAVAVLQ KVDEAVAVLQAHHA 94.08 1486.789215 0.287196057 PABP4_HUMAN[615-628] 
LFTVDNEAGKITCLCQVPQ KITCLCQVPQNAANRGL 110.36 1941.987671 1.371275441 SYAC_HUMAN[898-914] 
LHGLQRALAKTGAESISLL KTGAESISLLELCRNTNR 32.09 2061.063644 1.348332939 RAD21_HUMAN[573-590] 
LIDLMYRIAKGYQTSPDLR KGYQTSPDLRLTWLQ 33.66 1804.947174 4.026710645 DOCK7_HUMAN[1678-1692] 
LIRTHMQDLKDVTNNVHYE NMLIRTHMQDL 49.53 1370.679855 2.085826234 SEPT7_HUMAN[287-297] 
LKKFRNAMLKSICEVLDLE KSICEVLDLERSGVNSELV 58.64 2146.093964 4.836694094 DEK_HUMAN[158-176] 
LKKPKFELGKLMELHGEGS KLMELHGEGSSSG 64.85 1330.618698 -0.605733259 RS3A_HUMAN[227-239] 
LKRLEQTRKKAEAVVNTVD KAEAVVNTVDISEREK 75.23 1786.942459 0.343603677 RRMJ3_HUMAN[763-778] 
LLLEILHEIKSFPLHFDEN KSFPLHFDENSFFAGDK 61.03 1984.931931 0.453919848 ERO1A_HUMAN[352-368] 
LNTVLYARDKWLAPDGLIF KWLAPDGLIFPDRATLYVTAIEDRQY 63.3 3050.586533 -4.271637555 ANM1_HUMAN[173-198] 
LPLNTNIRLAYSNGKDDEQ KQMLPLNTNIRL 38.4 1439.828217 -0.168770133 XPO1_HUMAN[295-306] 
LQPRLSSILFKLTFEEHIN MLQPRLSSIL 30.66 1156.663788 7.708376533 DIAP2_HUMAN[789-798] 
LRDLNLGEMKSGVPVLAVS KTLTPIIQEYFEHGDTNEVAEMLRDLNLGEM 48.75 3605.738144 3.699381227 PDCD4_HUMAN[166-196] 
LSEYPIVDGKLSIQCYLSA KLSIQCYLSALDRCY 80.64 1888.917511 3.780472127 HMCS1_HUMAN[219-233] 
LSGIKCPTFRREADGSETP RREADGSETPEPFAAEA 42.87 1831.833633 0.507142124 SND1_HUMAN[232-248] 
LTLLMLPPTFGDLLREEYI FGDLLREEYIGDNGDP 31.11 1808.821701 -0.049756148 EST2_HUMAN[385-400] 
LVWSPNHCVSDAKLDKYIA SDAKLDKYIAMA 33.48 1324.669647 2.661040817 RCOR2_HUMAN[85-96] 
MALDREVQYLLNKAKFTKP KMMALDREVQY 47.73 1382.66861 1.368368376 HYOU1_HUMAN[894-904] 
MCDIIYAGEKAQFAQPEIL KAQFAQPEILIGTIPGAGGTQRLTRAVG 56.11 2849.587555 3.617014674 ECHM_HUMAN[157-184] 
MDEALSYLEKRQKRDPAFT KRLPVMMDEALSYLE 46.37 1793.905533 4.124520419 ALG5_HUMAN[78-92] 
MDLQHGSLFLRTPKIVSGK KGEMMDLQHGSLF 60.76 1491.685013 1.728917283 LDHA_HUMAN[59-71] 
NDTVTIRTRKFMTNRLLQR MNDTVTIRTR 32.22 1205.618652 -2.363931576 RS24_HUMAN[1-10] 
NESDAWFEEKQQQFENLDQ KQQQFENLDQQLR 66.82 1673.848511 2.318608867 SNX2_HUMAN[309-321] 
NESDIWFEEKLQEVECEEQ KLQEVECEEQRLR 51.82 1715.862427 0.759967687 SNX1_HUMAN[312-324] 
NEYNALNEAKQMIAVADEN KQMIAVADENQNHHLEPEEVL 50.88 2443.18013 3.055034669 CAB45_HUMAN[320-340] 
NIALLSDLTKQISRDYGVL KQISRDYGVLLEGSGLALRGLF 52.57 2391.327408 3.882780739 PRDX3_HUMAN[166-187] 
NIPFRIGNAKGDDALEKRF KMNIPFRIGNA 39.52 1259.680832 2.756253737 SERC_HUMAN[300-310] 
NIVEAMERFGSRNGKTSKK KEGMNIVEAMERF 36.08 1552.737747 2.999218644 PPIA_HUMAN[133-145] 
NKMVINHLEKLFVTNDAAT KLFVTNDAATILRELEVQHPAA 74.34 2435.31723 2.706834214 TCPQ_HUMAN[62-83] 
NLEARKTKKKIKGIQQATT KIKGIQQATTGVSQETSENPGN 106.02 2286.145157 -0.478534793 GCR_HUMAN[496-517] 
NLGGSLTRQMEKDETVSDC KSGSGTMNLGGSLTRQ 51.65 1592.794052 1.211707187 CAPZB_HUMAN[181-196] 
NLQFENQMNKTIRNLSTVM KTIRNLSTVMDEIHTVL 37.41 1969.066635 3.401103793 CCAR1_HUMAN[1113-1129] 
NNIIRLFLKKGLVNDLARV KGLVNDLARVPHSLDLSSPNMANTVNAAL 64.09 3016.57637 1.0743968 HUWE1_HUMAN[2219-2247] 
NNVMNAQAKKSLDQDPVVR KSLDQDPVVRAQEIKT 52.7 1825.989761 1.177991271 HS105_HUMAN[772-787] 
NQVLDAYENKKPFYLYTGR SHRDMNQVLDAYEN 67.84 1690.736908 0.29218029 SYWC_HUMAN[139-152] 
NREINNPMFRFLFENQTPA RFLFENQTPAHVY 31.65 1620.804871 2.653619863 SR140_HUMAN[460-472] 
NRLFGATNPKNFNETFLKR KQEMNRLFGATNP 38.43 1504.745621 1.834861628 NARG1_HUMAN[735-747] 
NRLFGKAKPKAPPPSLTDC KAPPPSLTDCIGTVDSRAESIDK 53.71 2456.221695 0.996652706 CHMP5_HUMAN[11-33] 
NSLKELLKIKADIIYPGHG KADIIYPGHGPVIHNAEA 71.91 1900.979523 2.345632841 LACB2_HUMAN[191-208] 
NSSLLSLYRKGNPDSVSNT KGNPDSVSNTPEMEQRETTSSTPRISS 59.88 2934.362488 3.501271585 NVL_HUMAN[129-155] 
NTFSVVPSPKVSDTVVEPY KIREEYPDRIMNTFSVVPSP 34.51 2377.209991 0.74499098 TBB2C_HUMAN[154-173] 
NTTLSESPFKCDPDAARAI KCDPDAARAIVDALPPPCESACTVPTDVDKWF 33.45 3600.668747 3.789573815 IPYR_HUMAN[253-284] 
NVGKARGFFKKGDVVIVLT KKGDVVIVLTGWRPGSGFTNT 75.68 2231.206284 3.549649379 KPYM_HUMAN[504-524] 
NWNKGGPGTKRGFGFGGFA KRGFGFGGFAISAG 32.67 1370.709534 0.73684466 DDX42_HUMAN[11-24] 
NYEGSPIKVTLATLKMSVQ KDELHIVEAEAMNYEGSPIKV 108.47 2371.172913 4.749126451 NPM_HUMAN[54-74] 
PEEEFLRRNKGPVSIKVQV KTEDSLMPEEEFLRRN 36.19 1992.957443 -1.209759902 SF3A1_HUMAN[686-701] 
PKSYSQLIAEWPVAVLMLC FQMPKSYSQLIA 39.52 1411.716949 -5.19650912 DISP2_HUMAN[155-166] 
PKVDLKSPQVDIKGPKLDL KVEMPSFKMPKVDLKSPQ 32.54 2104.106049 -4.504050547 AHNK2_HUMAN[3393-3410] 
PNVSNDLSQKLYATMEKHK KKPSMPNVSNDLSQ 65.31 1543.766418 1.99900708 CBP_HUMAN[1606-1619] 
PQNPHIIATKTPSSDVLVF RYMPQNPHIIAT 39.73 1439.734329 6.032362933 RBBP7_HUMAN[130-141] 
PRGVVVTLRNIATQLESSW KAVESMPRGVVVTLR 46.27 1640.93959 -0.145038855 HECD1_HUMAN[846-860] 
PSETPQAEVGPTGCPHRSG GPTGCPHRSGPHSA 46.26 1416.631699 -2.164994615 CBS_HUMAN[11-24] 
QDNSVQVSQKVFQGCGPPK KVFQGCGPPKPLPAGRIS 61.25 1908.040375 0.507326791 GPC4_HUMAN[336-353] 
QGEMINRIEKNILSSADYV KNILSSADYVERGQEHV 48.22 1943.970078 2.064846597 STX4_HUMAN[243-259] 
QKPFEDASFALRTGEMSGP ALRTGEMSGPVFTDSGIHIILRTE 43.26 2599.342819 2.478703445 PIN1_HUMAN[140-163] 
QLKKEKKCVKLIGVPADAE KLIGVPADAEALSERSGNTPNSPRLAAES 33.37 2949.515518 5.422924512 CCD99_HUMAN[534-562] 
QMSLATSGVKAHPPVTSAP KAHPPVTSAPLSPPQPNDLY 36.16 2128.095291 2.191161279 AMOT_HUMAN[189-208] 
QPCTALDSHKELNTSSKRA KAANRDLATPVMQPCTALDSH 43.05 2295.10997 1.290569968 TXLNG_HUMAN[466-486] 
QVVDFLSRNKQLYQKTEIL KALMQVVDFLSRN 71.13 1519.818069 1.299497644 NIF3L_HUMAN[216-228] 
QYFQPTIQEKGAVLPQEIS KGAVLPQEISQVNQHH 66.42 1783.932922 -0.262902262 XRN1_HUMAN[1256-1271] 
RAQKGELLERLSSARNFSN RLSSARNFSNMDDEENYSAAS 58.3 2363.008362 1.430803231 ZW10_HUMAN[603-623] 
RDKLSGEYEKFVSEDDRNS KFVSEDDRNSFTL 35.35 1556.747086 2.875226195 HSP74_HUMAN[638-650] 
RDPIRILVKKEELTLEGIR KEELTLEGIRQFYINVEREEW 73.34 2680.349625 3.415972273 IF4A1_HUMAN[238-258] 
RPPTDLTHFKETQTHENMS KETQTHENMSQLSEEEQN 52.9 2160.922913 -0.981062299 NADAP_HUMAN[700-717] 
RQTVAVGVIKAVDKKAAGA VRDMRQTVAVGVI 33.69 1442.80278 2.400882538 EF1A1_HUMAN[426-438] 
RRRTYRAHGRINPYMSSPC RINPYMSSPCHIEMILTE 42.07 2190.02713 3.709543087 RL17_HUMAN[135-152] 
RSAPGGIRETRRTVRDSDS KVYQETSEMRSAPGGIRE 66.57 2036.994904 1.045167072 MLF2_HUMAN[119-136] 
RWKALIEMEKQQQDQVDRN KQQQDQVDRNI 40.52 1370.690231 -1.465684919 NONO_HUMAN[279-289] 
SAEDIEKVNKGIGIENIHY KGIGIENIHYLNDGLWHM 67.83 2109.046555 2.625356935 MCTS1_HUMAN[160-177] 
SASIGVVGVKMSAVDGQRQ KMSAVDGQRQVGVGYVDSIQR 83.78 2292.164474 1.56053374 MSH2_HUMAN[151-171] 
SEAPWNTRAKREKLTELMF KSEASLHPVLMSEAPWNTRA 74.62 2223.110596 1.470012336 ACL6A_HUMAN[112-131] 
SEDPSHPSMALNTRFAEVE ALNTRFAEVECLAESHQHLS 44.55 2311.101501 1.433082882 CHD4_HUMAN[1817-1836] 
SGDPNYLHRMTTLFCINVL KVLAMSGDPNYLHR 48.4 1599.819122 -2.487781241 2AAA_HUMAN[485-498] 
SIDQRKKMLKNLRNTNYDV KNLRNTNYDVFE 39.97 1511.736832 1.746335701 RT15_HUMAN[168-179] 
SMVANLLYEKRFGPYYTEP KRFGPYYTEPVIAGLDP 34.33 1921.99379 0.740897295 PSB3_HUMAN[98-114] 
SNLMNQARLKVLRARDDLI KIQMSNLMNQARL 89.42 1545.811905 1.868920786 VATE1_HUMAN[69-81] 
SQLSEEEQNKDYQDCSKTT KETQTHENMSQLSEEEQN 52.9 2160.922913 -0.981062299 NADAP_HUMAN[700-717] 
STTRTYIQCIAAISRQAGH IAAISRQAGHRIGEYLE 32.63 1883.001297 -0.092405672 CAND1_HUMAN[238-254] 
SVIAHVDHGKSTLTDSLVC MSVIAHVDHG 73.53 1064.507324 1.698438291 EF2_HUMAN[22-31] 
SWKVRRAAAKCLDAVVSTR KCLDAVVSTRHEMLPEFY 64.33 2194.055084 3.646216569 CAND1_HUMAN[355-372] 
TDCCFSPDDKLIVTGTSIQ KLIVTGTSIQRGCGSG 34.12 1632.861755 1.621080286 WDR70_HUMAN[436-451] 
TEDELREFFSQYGDVMDVF KVFVGRCTEDMTEDELREFF 43.8 2507.146103 3.206434595 TADBP_HUMAN[192-211] 
TERSVPHLQKVFDRYKSYS KWISIMTERSVPHLQ 41.34 1823.971603 0.026864453 ANXA2_HUMAN[212-226] 
TFLTRQAFAKVFNTTPDDL KVFNTTPDDLDLHVIYDVSHNIA 83.29 2625.307495 3.896305488 CV028_HUMAN[334-356] 
THLEAQNRIKGCTDNLTLT KGCTDNLTLTVAR 92.6 1447.745316 5.407028373 PDLI1_HUMAN[71-83] 
TKGITMATAKAVAAGNSCR KAVAAGNSCRQEDVIATANLSR 77.05 2330.176056 1.698154948 TLN1_HUMAN[2188-2209] 
TLEEFRKNLKGVNGGKDFE KGVNGGKDFEQDILEDMYHA 31.3 2265.037186 2.236607872 GBF1_HUMAN[859-878] 
TLERERESEKLKDECKKLQ KELVQVQTLMDNMTLERERESE 73.32 2677.305069 2.895448894 EEA1_HUMAN[228-249] 
TNSKQSIAKKIDAAQNWLA KIDAAQNWLADPNGGPEGEEQIRGALAEAR 92.29 3175.56459 4.497782865 VINC_HUMAN[387-416] 
TREVQTNDLKEVVNKLIPD KMMEIMTREVQTNDL 47.99 1837.873596 2.740123157 RS3A_HUMAN[167-181] 
TVKLLEKAKKVVACELDPR KVVACELDPRLVAELH 32.55 1847.992737 2.595789423 DIMT1_HUMAN[80-95] 
VAIVRYAYDKRANPQVGVA KRANPQVGVAFPHI 35.41 1532.857574 0.07110902 KU86_HUMAN[399-412] 
VDFQDEEQVKSFLENMEVE KSFLENMEVECNYHCYHE 86.26 2387.960907 1.585034323 CA163_HUMAN[14-31] 
VDMMDLPRSRINAGMLAQF RINAGMLAQFIDKPVCFVGRLE 39.49 2533.329742 4.452243154 RFA3_HUMAN[11-32] 
VDYLNELRESCLEAYTGIV KSDYDMVDYLNELRE 78.21 1888.851257 5.381577804 IMB1_HUMAN[749-763] 
VEKDQDGGRKLTPQGQRDL KLTPQGQRDLDRIAGQVAAAN 37.95 2221.192703 1.156585827 RS19_HUMAN[122-142] 
VEKGIIDPTKVVRTALLDA KVVRTALLDAAGVA 40.02 1382.824539 1.781137035 CH60_HUMAN[523-536] 
VGDEASELRSMLEVNYPME KVGNIEIKDLMVGDEASELR 68.56 2215.151794 5.913815945 ARP2_HUMAN[46-65] 
VGGPPFVGPVGFGPGDRSH QTLEARAAAAATVVPPMVGGPPFVGP 34.98 2503.325729 -7.496827034 RBM42_HUMAN[97-122] 
VGIAQTGSGKTLAYLLPAI KTLAYLLPAIVHINHQPYLERGDGPICLVLAP 46.39 3580.959183 5.88110585 DDX17_HUMAN[142-173] 
VGPFQEAAFALPVSGMDKP KARQGGDLGWMTRGSMVGPFQEAAF 34.47 2696.295166 0.685014023 PIN4_HUMAN[75-99] 
VGPNFRVGKKIGCGNFGEL KIGCGNFGELRLG 68.46 1419.729263 1.344622563 KC1G1_HUMAN[49-61] 
VIVYKDYSKKVTMINAIPV KVTMINAIPVASLDPIKEWLNSCDLK 54.29 2954.560898 5.44378693 SP16H_HUMAN[867-892] 
VLCVLKGGYKFCADLVEHL KFCADLVEHL 37.28 1230.606689 3.049715261 PRDC1_HUMAN[80-89] 
VPHYGGINRVRVSWLGEEP KPQLELAMVPHYGGINR 81.2 1922.019608 3.248666129 GRWD1_HUMAN[138-154] 
VQNTVSELIKVAGHPNIVI KVAGHPNIVINNAAGNFISPTERLSPNAW 68.3 3086.604965 4.045545232 DECR_HUMAN[133-161] 
VRELDGHVLKCVKDQNGNH KALEFIPSDQQNEMVRELDGHVL 39.33 2667.332626 -0.551862181 PUM1_HUMAN[940-962] 
VTEEDKRTLRDIETFYNTS KGVAINMVTEEDKRTL 44.43 1802.956009 0.816437003 IF4A1_HUMAN[369-384] 
VTGSWDQTVKLWDPRTPCN KLWDPRTPCNAGTFSQPE 32.14 2102.984375 3.060888172 BUB3_HUMAN[121-138] 
VTPGHACTQKFSHEEIAMA KFSHEEIAMATVTALR 63.12 1802.934875 1.506987323 ALDOA_HUMAN[243-258] 
WEVQTGYCVKTFTGHREWV KTIKMWEVQTGYCV 44.72 1741.853149 1.455346567 LIS1_HUMAN[214-227] 
WLPVVRTWRLNERHYGGLT LNERHYGGLTGLN 39.08 1442.726608 1.473598663 PGAM1_HUMAN[87-99] 
YDAAKLLYNNVSNFGRLAS NVSNFGRLASTLVHLGEYQAAVDGAR 84.65 2744.399414 4.987247822 CLH1_HUMAN[1220-1245] 
YDPQTDQNIKINDRFEFPE KINDRFEFPEQLPLDEFLQ 66.24 2377.195389 4.649176105 UBP7_HUMAN[420-438] 
YIFLATLGATDISLSTSIV PSLHEPMYIFLATLGA 30.33 1758.901459 -8.366585817 O52A4_HUMAN[57-72] 
YTGTLDCWRKIARDEGGKA KGTDIMYTGTLDCWR 53.01 1815.8284 6.693363756 ADT2_HUMAN[245-259] 
YTGTVDCWRKIAKDEGAKA KGADIMYTGTVDCWR 91.49 1771.802185 2.708541642 ADT1_HUMAN[245-259] 
AATSGNAATKIPTPIVGVK RLVNPPPRSSGNAATSGNAAT 38.73 2037.035141 -0.643091508 PAPOA_HUMAN[620-640] 
ADDFPNLFRQVQAEVPGSP KVNNADDFPNLFR 54.05 1548.768478 3.185756987 ACACA_HUMAN[323-335] 
AEECNVLQGRWLSDECTNA KLHAVNAEECNVLQG 52.75 1680.825333 0.189787715 PECI_HUMAN[324-338] 
AEPVGTTYQKTDAAVEMKR RLREDENAEPVGTTYQ 57.87 1876.891495 -0.614313615 DREB_HUMAN[149-164] 
AETIREVCTKYIYNRSPAI KYIYNRSPAIAAVGPI 56.64 1731.967148 2.105120761 MPPB_HUMAN[456-471] 
AFGLHLIDFMSEILKQKDT KNAFGLHLIDF 33.59 1273.6819 3.707362097 CND2_HUMAN[126-136] 
AGSSHLDYPKDSDLMEAFH KDSDLMEAFHCNQTQVNRY 36.65 2355.037201 0.437785017 RAD1_HUMAN[205-223] 
AHNSSCISNKFANDGSFLQ KQNQVASPQPPHPGEITNAHNSSCISN 31.79 2911.363098 -1.231381961 SF04_HUMAN[55-81] 
AIEEVNNNVKLLTEMVMSH KRVNAIEEVNNNV 53.78 1497.789917 -0.670988627 GGA1_HUMAN[213-225] 
AIGVNSASSKTDTGRGNGP KTDTGRGNGPLPLGGSGLMEEMSALLAR 85.53 2827.432022 1.814720906 ENAH_HUMAN[427-454] 
AISFHNIHNTFATGGSDGF KENNIEQIYPVNAISFHNIHN 34.71 2493.240021 1.316359425 BUB3_HUMAN[227-247] 
AKYAISVARKIGARIYALP KIGARIYALPDDLVEVKP 47.9 1996.135681 2.610043019 PLSI_HUMAN[593-610] 
AKYAVSMARRIGARVYALP RIGARVYALPEDLVEVKP 42.84 2024.14183 -0.043475214 PLST_HUMAN[592-609] 
ALHGRWFAGKMITAAYVPL KMITAAYVPLPTYHNLFPDSMTATQLLVPSRR 84.47 3630.905441 4.833780523 RBM39_HUMAN[499-530] 
ALKRGEIIAKQGGGGGGGS KQGGGGGGGSVPGIERMGPGIDRLGGAGME 47.36 2753.333755 -0.639951476 HNRPM_HUMAN[388-417] 
ALQEAEARFREIKLQREAR KNALQEAEARF 46.88 1275.657104 1.795153253 NSD2_HUMAN[959-969] 
ALSTDSACRREAALEAAVL KTCNTNPHLNALSTDSACR 47.16 2158.984772 0.278371579 F120A_HUMAN[1086-1104] 
ANVLARYASICQQNGIVPI KIGEHTPSALAIMENANVLARYAS 37.45 2555.316544 1.88978544 ALDOA_HUMAN[153-176] 
AQELPSMYQRLGLDYEERV RVLSRPNAQELPSMYQ 37.25 1887.962479 2.073134421 PHB2_HUMAN[107-122] 
AREESSIHCKRCLFMPKSY KSLNGAVPLGSNAREESSIHC 52.78 2225.085846 1.337476487 ADNP_HUMAN[203-223] 
ARLDAKIDSKLGHVVMGNN KLGHVVMGNNAVSPYQQVIEKT 69.08 2411.263107 0.474854858 EIF3E_HUMAN[387-408] 
ARPLEVFMCSVLKRQGYGE KELNARPLEVFMC 48.09 1605.80069 2.779921585 SAR1B_HUMAN[166-178] 
ARPMEVFMCSVLKRQGYGE KELNARPMEVFMC 50.15 1623.757111 2.372891841 SAR1A_HUMAN[166-178] 
ASDDEWWQARLVTPHGESE RLVTPHGESEQIGVIPSK 81.92 1946.058517 -0.418281358 DLG3_HUMAN[547-564] 
ASKNEEDAGKMFVGGLSWD KMFVGGLSWDTSK 69.67 1454.722794 2.653426492 ROAA_HUMAN[70-82] 
ASKNQQDDGKMFIGGLSWD KMFIGGLSWDTSK 81.05 1468.738434 2.122910334 HNRDL_HUMAN[149-161] 
ASNNELVRTKTLVKNCIVL KTRIIDVVYNASNNELVRT 70.8 2204.191299 0.528084836 RS8_HUMAN[75-93] 
AWGCLEQVEKGYEEWLLNE KGYEEWLLNEIRR 65.52 1704.894699 0.489179772 ACTN1_HUMAN[376-388] 
AYNCEEPTEKLPFPIIDDR KLPFPIIDDRNRELAILLGMLDPAE 50.77 2848.552032 2.801423288 PRDX6_HUMAN[97-121] 
CAVEFNFGQKEKPYFPIPE KEKPYFPIPEEYTFIQ 52.85 2028.024399 2.822944341 HNRPU_HUMAN[461-476] 
CCRAEQEIMKKVREAYEND KGAIENCCRAEQEIM 65.53 1807.801483 1.758489541 IF2B1_HUMAN[330-344] 
CGPDFTPSFANLGRTTLST KTPLRPLDPTRLQGINCGPDFTPSF 44.03 2826.4487 5.587577089 IF4G1_HUMAN[646-670] 
CQSDRVNLEKSLLMKKAAL KAAGEGSKAGLSPANCQSDRVNLE 58.95 2458.187012 0.825405061 BMS1_HUMAN[541-564] 
CSSQLADLYKSCETDALIN RIHNLGLNCSSQLADLY 61.21 1972.978867 3.708605359 SC24D_HUMAN[761-777] 
DAWRLFQLEKATGNPKHPF KNVMNDAWRLFQLE 32.11 1762.882446 3.929927384 IDE_HUMAN[192-205] 
DCIGGTVLNISKSGSCSAI KNLSREINDCIGGTVLN 40.4 1901.962891 6.342395037 RL1D1_HUMAN[188-204] 
DDEQYAWESSAGGSFTVRA SAGGSFTVRADHGEPIGRGT 45.04 1970.955872 -0.85795934 HS90B_HUMAN[160-179] 
DEDKQKILDKCNEIINWLD KCNEIINWLDK 50.12 1431.718002 0.762720032 HSP7C_HUMAN[573-583] 
DEIKIGTSCKNGGCSKTYQ KEEDNDEIKIGTSC 62.32 1636.725006 1.605645414 CHRD1_HUMAN[144-157] 
DELEIIEGMKFDRGYISPY KFDRGYISPYFINTSKGQ 60.63 2120.069077 -0.53111477 CH60_HUMAN[218-235] 
DENEHQLSLRTVSLGAGAK RTVSLGAGAKD 42.3 1073.582916 -0.849491908 NPM_HUMAN[45-55] 
DESQHGLLMQLLKLTHNCL KNLNLNDESQHGLLM 31.76 1724.851532 1.559554518 XPO7_HUMAN[203-217] 
DEVKRGVLLMLFGGVPKTT NLCTSLFPTIHGNDEVKRGVLL 73.59 2482.300232 2.421947161 MCM6_HUMAN[349-370] 
DEYENLFNMIVEIPRWTNA KARNDEYENLFNM 32.55 1642.740906 0.612391155 IPYR2_HUMAN[82-94] 
DGNEYLFQAKDDEEMNTWI KLRLNDGNEYLFQA 46.19 1679.863083 1.554293339 SPTB2_HUMAN[2276-2289] 
DIRQDFLPWKSLASIVQFY KDFNDIRQDFLPW 36.48 1692.826004 3.762938415 MTA2_HUMAN[285-297] 
DLGTEYVHRYVGKEPSGLR KYAIAVNDLGTEYVHR 100.78 1847.952972 0.465379808 GLSK_HUMAN[292-307] 
DPNAQGDAFKTLFVARVNY KMWDPHNDPNAQGDAF 46.15 1841.779129 -0.187318878 RU17_HUMAN[87-102] 
DPQPEHPLRADLAEEYSKD KTDQVIQSLIALVNDPQPEHPLR 87.33 2610.412933 2.708383762 UB2L3_HUMAN[100-122] 
DPRPQHKYNKLYTVEYLSN KLYTVEYLSNMVGGR 121.39 1728.886871 1.730014873 BLMH_HUMAN[282-296] 
DRGGEDPNQKVIHGVINSF LLREIKNDRGGEDPNQ 34.08 1852.939102 -0.426349684 CUL2_HUMAN[163-178] 
DRGIDVVRNKIKMFAQQKV KDAMLELNASNDRGIDVVRN 83.78 2229.117142 1.727589783 RFC2_HUMAN[99-118] 
DRLLLKISEKEEVTTREVS KEEVTTREVSGI 41.2 1346.704147 1.579411487 LMNB2_HUMAN[61-72] 
DSENWKEVHKMVVESAYEV KMVVESAYEVIKL 68.54 1507.83197 2.2097953 LDHB_HUMAN[233-245] 
DVKEEEKEEKEVLPDQVEE KAQQQEEQGSVNDVKEEEKEE 54.29 2460.125168 -1.473908745 LAS1L_HUMAN[551-571] 
DVKNRSVYIKGFPTDATLD KGFPTDATLDDIKEWLEDKGQVLNIQM 58.48 3103.553589 6.612742268 LA_HUMAN[116-142] 
DVTVWSPQGRIHQIEYAME RIHQIEYAMEAV 42.89 1458.728897 1.641840375 PSA1_HUMAN[18-29] 
DWEDHLAVKHFSVEGQLEF KSLTNDWEDHLAVK 55.17 1654.831467 1.827376419 HS90A_HUMAN[314-327] 
EAIRLMEMSKDSLLGDKGQ KEDVNEAIRLMEMS 48.78 1663.790894 3.065289045 MCM7_HUMAN[627-640] 
EAQVQASVVKVLTELLEQE KVLTELLEQERK 63.53 1484.856201 0.626323276 TCOF_HUMAN[1317-1328] 
EAVESGDVGKTLSALRSPD KTLSALRSPDVGLYGVIPECGETYHSDLAEA 45.34 3347.634354 0.749185764 IQGA1_HUMAN[641-671] 
EAVYTKMMTKKPGMFFNPE KKPGMFFNPEESELDLTYGNRY 57.66 2634.242401 1.385597619 G6PD_HUMAN[407-428] 
EDEEEEEEEKDEAEDLLGR KDEAEDLLGRGSRAALL 39.02 1812.96933 2.113108003 SP16H_HUMAN[444-460] 
EDHMNSELAKCLPIESNPH KCLPIESNPHSFDSPHT 70.03 1964.90506 -0.899789021 HELC1_HUMAN[1873-1889] 
EDNGIIKAFRNIPGITLLN RGPCIIYNEDNGIIKAF 55.57 1978.993454 4.097032248 RL4_HUMAN[205-221] 
EDVNLDKVFKATLSAEVYR KATLSAEVYR 51.17 1136.618942 -0.174200862 NOL11_HUMAN[102-111] 
EEAQIFRPLKFNTTSVIKI KTATITEPRGNEEAQIFRPL 47.4 2270.201859 4.041490832 U5S1_HUMAN[561-580] 
EELPTYEEAKVQSQYFRGQ KQLSPRMQNNEELPTYEEA 31.62 2276.074249 0.885296251 AMOT_HUMAN[94-112] 
EERAATVTKKTYEIWHRRH NIADGGFTELHSLWQNEERAATVTK 33.47 2786.36235 3.166494121 CHD4_HUMAN[1699-1723] 
EGENDPVLQRIVDILYATD KLRNIELICQENEGENDPVLQ 63.34 2510.243454 3.229965598 MARE1_HUMAN[220-240] 
EGETAMLVCKSESVPPVTD KSSEHINEGETAMLVC 92.91 1803.81311 1.881569649 BASI_HUMAN[227-242] 
EHQLSLRTVSLGAGAKDEL KVDNDENEHQLSLRTV 103.68 1895.933701 -0.975245073 NPM_HUMAN[32-47] 
EIANANSRQQIRKLIKDGL KVWLDPNETNEIANANSRQ 49.07 2198.071564 2.029051316 RL19_HUMAN[21-39] 
EIDRLNEQASEEILKVEQK KEQQEAIEHIDEVQNEIDRLNEQA 73.87 2877.373993 6.953910075 SET_HUMAN[39-62] 
EILQRSKKGKLPIVNEDDE KLPIVNEDDELVAIIARTDLK 69.65 2364.326385 5.628241551 IMDH2_HUMAN[208-228] 
EKCVSSEGEKIEGWELTTE KIEGWELTTEPSLTHNSSGLLSPLR 60.67 2764.439529 4.573078871 ZN294_HUMAN[562-586] 
EKLGKSVVAKVKIPEGTIL KVKIPEGTILTMDMLTV 51.28 1888.041336 5.957496685 SIAS_HUMAN[298-314] 
EKLRDKERRKEIDLLLGQT KEIDLLLGQTDDTRYH 79.82 1915.963943 2.295972226 U520_HUMAN[155-170] 
EKPAAVVAPITTGYTVKIS KKAELLDNEKPAAVVAP 69.05 1792.009399 1.414613116 CYBP_HUMAN[50-66] 
ELKLALEKEKARCAELEEA KARCAELEEALQ 31.56 1416.703064 1.658780912 CTRO_HUMAN[1269-1280] 
ELNHCLSLRTYLVGNSLSL KLSSCDSFTSTINELNHCLSLR 60.92 2581.226456 3.240707525 SYEP_HUMAN[88-109] 
ELRAFVKMCKQDPSVLHTE KQDPSVLHTEEMRFL 72.92 1828.914154 3.071768015 F10A1_HUMAN[17-31] 
ELVRTKTLVKNCIVLIDST KNCIVLIDSTPYRQWYE 93.89 2184.067352 3.745305745 RS8_HUMAN[98-114] 
EMEKQRKEIKELWKQEQNK NEMEKQRKEI 43.64 1303.65538 9.728031038 RHG29_HUMAN[298-307] 
EPGSSIMPGKVNPTQCEAM KIANDIRFLGSGPRSGLGELILPENEPGSSIMPG 44.36 3520.834763 7.932209797 FUMH_HUMAN[337-370] 
EQLTDELAQKTTTLTTTQR KTRANEQLTDELAQ 66.08 1615.816528 2.020031324 KIF5C_HUMAN[508-521] 
EQRYSKLKEKYSELVQNHA KYSELVQNHADLLR 68.16 1684.889633 -0.339488112 HIP1_HUMAN[474-487] 
ERFRCPEALFQPCFLGMES KSYELPDGQVITIGNERFRCPEAL 40.08 2791.396286 3.291184432 A26CA_HUMAN[938-961] 
ERGELANEVKVLLQGKGDS KQTLENERGELANEV 55.33 1728.864197 7.575493797 MYH9_HUMAN[1219-1233] 
ETERISGNNKGVSPEPIHL KLYTDFDEIRQEIENETERISGNN 49.11 2912.378754 4.311939161 DNM1L_HUMAN[99-122] 
ETKERQAACKQVRRTEKKL KIAQLEEQLDNETKERQAAC 42.82 2373.159378 -0.511975728 MYH9_HUMAN[1815-1834] 
ETLIVSKFCKYEHDDIVST KYEHDDIVSTVSVLSSGTQAVSGSKDICI 44.58 3094.512878 4.405539915 MEP50_HUMAN[121-149] 
ETTDLSFLDKYQCVVLTEM KHIAELNPYVHVTSSSVPFNETTDLSFLD 31.85 3259.603729 5.409553267 UBA6_HUMAN[124-152] 
EVAAQYSEDKARQGGDLGW KARQGGDLGWMTRGSMVGPFQEAAF 34.47 2696.295166 0.685014023 PIN4_HUMAN[75-99] 
EVIPVTVTVKGQPDVVVKE KGQPDVVVKEDEEY 62.57 1633.783524 1.877849761 THIL_HUMAN[243-256] 
EWAAQTTDGKLPEVTKDVE KRSALQSINEWAAQTTDG 73.46 1974.975891 1.995467397 SERPH_HUMAN[166-183] 
EYIHYDLLEKNINIVRKRL KVAMSHFEPNEYIHYDLLE 32.1 2334.09903 2.035903335 ACON_HUMAN[31-49] 
FDYMFKILIIGNSSVGKTS QNFDYMFKILI 36.35 1446.72171 -6.53615684 RAB3A_HUMAN[17-27] 
FEQFLQERIKVNGKAGNLG KFTLDCTHPVEDGIMDAANFEQFLQERI 91.45 3323.559097 5.216095004 RL22_HUMAN[20-47] 
FFEGKELRLKQEYFVVAAT KQEYFVVAATLQDIIRRF 49.71 2196.205505 3.786986227 PYGB_HUMAN[295-312] 
FGDDIPSALRIAKKKRWNS KEQRLNFGDDIPSAL 31.54 1701.868576 2.537211193 STUB1_HUMAN[125-139] 
FGIPCELRVTSAHKGPDET KACGNFGIPCELRV 41.03 1619.791214 2.123730497 PUR6_HUMAN[286-299] 
FGIVEGLMTTVHAITATQK KVIHDNFGIVEGLMT 55.3 1671.865433 2.708950081 G3P_HUMAN[162-176] 
FGLGLLLRSKQIKRMVSSY KTGVKGLTAVSNNAGVDNFGLGLLLRS 55.96 2700.492264 2.872809563 SCOT_HUMAN[79-105] 
FGLRTDIYSKKTLAKSKGA KEKPVDLQNFGLRTDIYS 32.1 2122.10585 4.237300416 SMRC1_HUMAN[590-607] 
FGQRAEPYCSVLPGFTFIQ KNCAVEFNFGQRAEPYC 70.8 2088.914566 2.377311203 HNRL1_HUMAN[375-391] 
FHGMDLTRDKMCSMVKKWQ KNCLTNFHGMDLTRD 92.92 1820.829788 3.429205762 RS3A_HUMAN[94-108] 
FHLENSGWQKINNFSADIK KINNFSADIKDS 57.57 1350.677917 0.479018715 PLST_HUMAN[285-296] 
FHMDFIVAASNLRAENYDI SNLRAENYDIPSADRH 40.58 1856.876495 1.210635175 UBA1_HUMAN[866-881] 
FIEKVEALTKEELEFEVPF KEELEFEVPFRDLGFNGAPYRS 42.57 2599.270676 5.719296623 SP16H_HUMAN[792-813] 
FILVVGEKEKISGTVNIRT KISGTVNIR 57.17 986.587265 -2.798536022 SYTC_HUMAN[681-689] 
FKTAATFARRLLELGPKPE RLLELGPKPEVAQQTR 75.24 1834.04245 -0.864756429 COPA_HUMAN[1127-1142] 
FLPDIFTELRNLTFLDLSQ RNLTFLDLSQCQLE 31.21 1735.856308 -9.405732447 TLR4_HUMAN[496-509] 
FLYAWCGKRKMTPSYEIRA KMTPSYEIRAVGN 69.12 1464.739471 1.837186785 DHX9_HUMAN[16-28] 
FNEPLSMLQRLTEDLEYHE RLTEDLEYHELLDRAA 31.91 1942.974808 3.269728446 OSBP1_HUMAN[449-464] 
FPAATDEKDKFVEKMTSFV KQISDVERDVQNFPAATDEKD 31.9 2404.150635 2.116339936 DIAP1_HUMAN[1040-1060] 
FPYLEKTAKKGRPMVISSG KGRPMVISSGMQSMDTM 78.14 1854.846024 2.182391394 SIAS_HUMAN[149-165] 
FSDNQLQEGKNVIGLQMGT KNVIGLQMGTNRGASQAGMTGYGMPR 95.94 2694.315231 3.615389873 TAGL2_HUMAN[171-196] 
FSQQCLRMGKERYNFPNPN KERYNFPNPNPFVEDDMDKNEIASVAY 55.47 3201.471283 2.454808838 EIF3D_HUMAN[332-358] 
FVEKERDFRKINHEMANGG KINHEMANGGNQNLKVA 30.33 1836.926422 -4.256566788 TTC3_HUMAN[397-413] 
FYDKKTAIHKALCDNVDTR KALCDNVDTRTVMEEMR 37.79 2066.954712 0.576693816 SYCC_HUMAN[503-519] 
FYQTASCCPKSYCLENEEA KSYCLENEEAVR 42.43 1496.692902 -2.084595975 KLH11_HUMAN[567-578] 
GAFRVVLNYNGTSQELVAV NGTSQELVAVSGRKLN 32.68 1671.890381 -0.317006429 ANPRA_HUMAN[427-442] 
GAQIISPHDKGISQAIEEN KVYWDNGAQIISPHD 35.24 1741.842377 2.593231201 PGM2_HUMAN[175-189] 
GDAWVEAHGKLYSPSQIGA KIVRASNGDAWVEAHG 60.15 1708.864502 -0.954434947 GRP75_HUMAN[143-158] 
GDDAENARPKPKPGDGEFV KPKPGDGEFVEVISLP 36.87 1710.919235 2.243823041 NUDT5_HUMAN[159-174] 
GENAGNEEPKLQFSYVECL KLQFSYVECLLYSFHQLGR 38.47 2387.20961 2.941090707 API5_HUMAN[337-355] 
GENEDLLKLKKDLQEVIEL KKDLQEVIELT 30.77 1314.739456 2.523693942 SPF30_HUMAN[36-46] 
GERTLDGFKKFLESGGQDG KFLESGGQDGAGDDDDLEDLEEAEEPDMEEDDDQKAV 36.49 4054.639297 1.446244554 PDIA1_HUMAN[468-504] 
GFIVPPPPEKSLIGMTKVK KHSQNGFIVPPPPE 37.5 1545.793976 -0.351922707 SNX1_HUMAN[200-213] 
GGFPCTTAPKIAASSSFRS KIAASSSFRSSD 47.57 1254.620407 0.13948442 SH3G1_HUMAN[282-293] 
GGNQNLKVADEALKVDDCD KINHEMANGGNQNLKVA 30.33 1836.926422 -4.256566788 TTC3_HUMAN[397-413] 
GGTRVVKLRKMPRYYPTED KMPRYYPTEDVPR 40.56 1650.818787 -1.541053458 RL6_HUMAN[111-123] 
GGVAVLTGKKVVQLDVRDN KVVQLDVRDNMV 45.42 1414.760239 -0.957759458 AIFM1_HUMAN[232-243] 
GIDYQLYFPITQDREQLMF ITQDREQLMFPFHFVDRLG 32.28 2348.173584 3.517201648 RT09_HUMAN[306-324] 
GIEYGDMQLICEAYHLMKD KMVHNGIEYGDMQL 64.08 1633.759232 1.579180059 6PGD_HUMAN[184-197] 
GIVHVSAKDKGTGREQQIV KGTGREQQIVIQSSGGLS 43.98 1843.975189 0.203364992 GRP75_HUMAN[537-554] 
GIVRNWDDMKHLWDYTFGP KHLWDYTFGPE 58.65 1391.651001 1.646246076 ARP2_HUMAN[86-96] 
GKIVGYVLAKMEEDPDDVP KMEEDPDDVPHGHITSLAV 69.89 2088.978622 4.203968345 ARD1A_HUMAN[59-77] 
GLENRVEVGKDQEFTVDTR KDQEFTVDTRGAGGQG 63.37 1664.775452 1.880133442 FLNB_HUMAN[960-975] 
GLFTLGAPHKEVDEGPSPP KGTYIHALDNGLFTLGAPH 77.86 2024.047958 3.431736868 FRG1_HUMAN[66-84] 
GLTGKPVMVKLKWGMEYKG KPFLNGLTGKPVMV 42.59 1499.853409 2.496910683 RUXF_HUMAN[8-21] 
GNIKTVTEYKIDEDGKKFK KEVINGNIKTVTEY 57.68 1606.856613 2.234798034 EIF3G_HUMAN[57-70] 
GNSFATRLSNIFVIGKGNK NIFVIGKGNKPWISLPRG 82.65 1995.141785 3.628313564 RS4X_HUMAN[224-241] 
GPQCAHYCFSLLKVNGSSH KMLQGLANGPQCAHYCF 52.5 1993.896088 2.755409388 NU205_HUMAN[515-531] 
GRSISKRGVSCQFGPDVTK QNGRSISKRGV 30.46 1200.668701 -1.864794175 PPP5_HUMAN[392-402] 
GRYFGGRVVKACFYNLDKF KAVVDLNGRYFGGRVV 35.93 1748.968597 1.701002525 SPF45_HUMAN[367-382] 
GSQFFICTAKTEWLDGKHV KHTGPGILSMANAGPNTNGSQFFICTA 108.58 2790.321777 1.084821122 PPIA_HUMAN[91-117] 
GVMFGDRPLKINHSNNAIV KINHSNNAIVKPPEMTPQAAA 48.41 2230.152786 -2.378312389 SFR12_HUMAN[136-156] 
GWQHLEQAEKGYEEWLLNE KMVSDINNGWQHLEQAE 53.61 1997.926498 5.308503596 ACTN4_HUMAN[378-394] 
HDPVVGDRLKVIFLENYRV KLVTSIGDVVNHDPVVGDRL 78.68 2132.158997 3.336993165 PYGB_HUMAN[622-641] 
HGEIKWIDFVRGAKEGIIL SNHGEIKWIDF 31.34 1344.64624 3.69762682 LA_HUMAN[254-264] 
HGHILVDYSKNLVTEDVMR KNLVTEDVMRMLVDLA 62.13 1845.969223 1.91281629 G6PI_HUMAN[57-72] 
HHLEPEEVLKYSEFFTGSK KQMIAVADENQNHHLEPEEVL 50.88 2443.18013 3.055034669 CAB45_HUMAN[320-340] 
HLKDWFLENKSEVPECRNN KSEVPECRNNEDGPGLIMEEQH 31.21 2567.138016 0.59482583 MTL2A_HUMAN[120-141] 
HRQRGFSAQYQVKKQIELK YQVKKQIELK 37.76 1275.755035 2.404850395 CSMD2_HUMAN[303-312] 
HVFTEDNLKKLYVSNLGIG KGMGLVNHVFTEDNLK 95.91 1800.91925 2.799681329 PUR1_HUMAN[65-80] 
HVKCVKMLLESGADPTIET GNHVKCVKMLL 30.54 1297.699875 9.129229515 ANRA2_HUMAN[258-268] 
HVPLEQMQNRMVILLCNLK RTVVSGLVNHVPLEQMQN 56.73 2020.052399 3.655845761 MCA1_HUMAN[187-204] 
HYITPMMELKPNAGSDRAW KICANHYITPMMEL 32.84 1719.814621 1.164660409 RANG_HUMAN[97-110] 
IDLCVISKNKLDFLRPYTV KLDFLRPYTVPNK 41.23 1589.892944 1.905788696 PSB7_HUMAN[225-237] 
IDPTWIESPKTNGHIENGP KENIEKDEDDVDQELANIDPTWIESP 55.19 3041.398895 -0.444532285 SRPK2_HUMAN[356-381] 
IEDFHGLLPKGYPHLCSIC KGYPHLCSICDLPVHSN 58.1 1995.929504 0.325662805 MATR3_HUMAN[287-303] 
IEEDFRDGLKLMLLLEVIS KAGTQIENIEEDFRDGL 43.05 1933.93811 4.339332245 ACTN1_HUMAN[47-63] 
IGAEDLRAGKPHLVLGLLW KLTPFIIQENLNLALNSASAIGCHVVNIGAEDLRAG 114.03 3818.014847 5.035339246 PLST_HUMAN[184-219] 
IHPSLLPSFKGSNAHEQAL KMLNIHPSLLPSF 38.5 1495.822083 2.88069019 PUR2_HUMAN[910-922] 
IIPASTGAAKAVGKVIPEL RDGRGALQNIIPASTGAA 54.21 1766.938721 -1.923100082 G3P_HUMAN[197-214] 
IKNVAKTANKDHLVTAYNH KDHLVTAYNHLFET 41.35 1686.836563 2.287714225 FKBP3_HUMAN[56-69] 
IKSVQSQGFKLNVWDIGGQ KLNVWDIGGQR 47.49 1284.693863 2.910421002 ARL3_HUMAN[62-72] 
ILASCSYDRKVIIWREENG KVIIWREENGTWE 44.75 1658.841629 2.587950486 SEC13_HUMAN[82-94] 
ILRESGYAGKISQMPVILT KISQMPVILTPLHFDRDPLQ 67.8 2347.272217 3.491286584 GUAA_HUMAN[607-626] 
ILRLGEQEGKRSGSGVNPY KRSGSGVNPYCGLIEEAYGLD 31.82 2284.079376 3.5541672 IMA7_HUMAN[457-477] 
ILVDNDFHIKIADLGLASF KDLKPENILVDNDFHI 31.87 1908.994507 1.574127107 RIPK1_HUMAN[137-152] 
ILVGNGLICKIADFGLARL KIADFGLARLIEDNEYTARQGA 34.19 2450.255341 3.110696209 FYN_HUMAN[405-426] 
IMDFAMPYFIQVMKEYLTK RHNIMDFAMPYF 43.45 1540.695511 3.656140983 CLH1_HUMAN[1588-1599] 
INTARAIAIKCGIIHPGED KCGIIHPGEDFLCLEG 40.5 1843.859695 3.718829593 AT2B2_HUMAN[744-759] 
IPEKWTPEVKHFCPNVPII KHFCPNVPIILVGNK 42.7 1734.960327 2.861736907 RHOA_HUMAN[104-118] 
IQLHGPPRVKAVKSSEHIN KVDSDDQWGEYSCVFLPEPMGTANIQLHGPPRV 101.17 3741.755585 4.612006212 BASI_HUMAN[191-223] 
IRMPSLPSYKVGDKIATRK KKILATPPQEDAPSVDIANIRMPSLPSY 51.65 3050.611008 3.793994046 TKT_HUMAN[282-309] 
ITPENIILNKSGAWKIMGF KMVHGNITPENIILN 47.65 1691.902847 1.995977491 SCYL2_HUMAN[173-187] 
IVAGIANESKKLYGAQFHP KVVARSGNIVAGIANES 57.68 1683.926758 4.11894399 GUAA_HUMAN[165-181] 
KAQEEVTKQKEVITAQDTV KEVITAQDTVIKLN 31.42 1570.893005 1.685028829 SMC2_HUMAN[879-892] 
KCIYFEAKKKQDLYMWLSN KQDLYMWLSNSPHGPSA 78.04 1929.904312 3.519345471 BXDC2_HUMAN[123-139] 
KDRFNHFSLTLNTNHGHIL TLNTNHGHILVDYS 38.8 1582.773972 1.806954152 G6PI_HUMAN[43-56] 
KDRYISKMFLRGDSVIVVL LRGDSVIVVLR 45.7 1225.750656 1.931877408 SMD2_HUMAN[101-111] 
KEPGAEEKFKEIAEAYDVL KEIAEAYDVLSDPRK 50.31 1732.899521 1.333603 DNJB1_HUMAN[46-60] 
KERKGDYLGKTVQVVPHIT KTVQVVPHITDAIQEWVMR 85.42 2249.199066 3.657301892 PYRG1_HUMAN[109-127] 
KEWETIRSFKDEWTQLDMF KDEWTQLDMFYR 41.67 1630.744965 3.071602309 ADPPT_HUMAN[164-175] 
KGQTLVVQFTVKHEQNIDC TVKHEQNIDCGGGYV 44.79 1675.762436 -1.319996172 CALR_HUMAN[96-110] 
KHVEAVAYYKKALELDPDN KKALELDPDNETY 50.69 1534.751465 2.20817512 SGTA_HUMAN[183-195] 
KIDRLILELKLPPTDAYYK KIDRLILEL 37.37 1111.696457 3.557625803 U5S1_HUMAN[259-267] 
KKGQIELTGKRYPLSGMGL KRYPLSGMGLPTF 36.17 1465.775146 2.065801162 ADAS_HUMAN[116-128] 
KKHQKLKHQKEAEEEELEI KEAEEEELEIPPQYQAGGSGIHRPVA 95.86 2833.388199 5.774711706 RRP12_HUMAN[1199-1224] 
KMDPHSMNSRVFIGNLNTL RVFIGNLNTLVVK 51.76 1471.887482 1.951236107 HNRCL_HUMAN[17-29] 
KMGFGPFSEKCDITTAPGP KCDITTAPGPPDQCKPPQVTCRSATCA 32.74 3015.367111 2.516774814 FND3A_HUMAN[685-711] 
KPPTVRFVSKMFHPNVYAD KLTIEFTEEYPNKPPTVRFVS 35.23 2494.31076 3.032100138 UBE2A_HUMAN[54-74] 
KPWISLPRGKGIRLTIAEE NIFVIGKGNKPWISLPRG 82.65 1995.141785 3.628313564 RS4X_HUMAN[224-241] 
KQLPSAGPDKNLVTGDHIP KNLVTGDHIPTPQDLPQR 84.6 2028.075241 2.673963909 ENSA_HUMAN[89-106] 
KQVYSVPHFFLAGAAKERS FLAGAAKERSQM 32.11 1323.660492 4.924978905 K0391_HUMAN[85-96] 
KRNRAEAVLKHIAELNPYV KHIAELNPYVHVTSSSVPFNETTDLSFLD 31.85 3259.603729 5.409553267 UBA6_HUMAN[124-152] 
KSSISRANKKKPSMPNVSN KKPSMPNVSNDLSQ 65.31 1543.766418 1.99900708 CBP_HUMAN[1606-1619] 
KSSLSRGNKKKPGMPNVSN KKPGMPNVSNDLSQ 39.37 1513.755859 -1.225428783 EP300_HUMAN[1569-1582] 
KTVAHVACNMLHMLVHYVP MLHMLVHYVPRLQIY 35.16 1928.016449 -2.540434757 GRIPE_HUMAN[1339-1353] 
KTVKKNTFFKCTVDVPEDL KCTVDVPEDLREACANENAH 62.17 2327.027023 2.874483164 FXR1_HUMAN[128-147] 
KVFGGTVHKKSVREDGVFN KSVREDGVFNISVDNTCSLFRGLQ 39.67 2740.360275 4.600125069 GUAA_HUMAN[121-144] 
KYLVEFRAGKMSLKGTTVT KYLVEFRAG 40.84 1081.59201 1.24261273 ADRM1_HUMAN[21-29] 
KYNIMLVRLNSKWDLRRLC KYNIMLVRL 38.08 1148.67395 0.081833492 TCPQ_HUMAN[307-315] 
KYNTPKYRMIVRVTNRDII IVRVTNRDIICQIAY 38.44 1832.993073 2.100935381 RL5_HUMAN[52-66] 
LAKAAGLATMISTMRPDID MISTMRPDIDNMDEYVRNTTARAF 30.27 2846.314941 2.323003651 SF3B1_HUMAN[609-632] 
LALVKPEKTKAVENYLIQM KAVENYLIQMARYGQLSE 50.98 2112.067322 0.071967403 PDCD5_HUMAN[68-85] 
LANIIYYSLKESTTSEQSA KESTTSEQSARMTAMDNAS 79.96 2043.883698 -0.623323138 ATPG_HUMAN[243-261] 
LDDIVHIRRKEVVVYLDDN KEVVVYLDDNQKPPVGEGLNR 78.15 2368.238663 2.706230626 NUP98_HUMAN[797-817] 
LDKLKERAQRFGLNVSSIS RFGLNVSSISR 34.67 1234.678207 1.930867481 HCC1_HUMAN[156-166] 
LEGANQHVSKELLDLAMQN KELLDLAMQNAWFR 93.09 1733.892273 3.609797504 DDX42_HUMAN[626-639] 
LEQLLLAVVKSIRSIPAYL KSIRSIPAYLAETLYY 70.54 1887.014145 3.55005288 ANXA5_HUMAN[242-257] 
LESWLNYLKKELPTVVFRA KENLESWLNYLK 69.73 1535.79834 2.840216639 GNL3_HUMAN[185-196] 
LETVYTLCEKKAQIAIDIK SHPLHNDPNLETVYTLCE 81.05 2137.973862 8.274189088 SK2L2_HUMAN[806-823] 
LEVIKPWITKRVTEILGFE KVNLEVIKPWIT 32.48 1438.854767 2.707014001 SRRM1_HUMAN[42-53] 
LFNKYPALTKPENQDIDWT KPENQDIDWTLLEGETREERTF 85.77 2705.293259 0.847597573 PLST_HUMAN[379-400] 
LGSVVLQLKKLGIDDLVHF KLGIDDLVHF 37.64 1155.628815 2.480900409 DHX15_HUMAN[516-525] 
LIEECGGLEKIEQLQNHEN KIEQLQNHENEDIY 67.05 1771.837646 4.462034102 IMA4_HUMAN[461-474] 
LISALEEAKKGLAAIKFEG IRENLISALEEAK 48.8 1484.819794 2.793605 PUR2_HUMAN[392-404] 
LKNKPEWFFKKNPFGLVPV KNKPEWFF 34.05 1094.554901 0.786621118 GSTO1_HUMAN[57-64] 

LLDEELQRLKAEATEAARQ KNLLDEELQRL 50.31 1369.756485 1.574732461 PLEC1_HUMAN[2339-2349] 
LLDSNAVHHIIHDFQPHVI KFEQVNLLDSNAVHH 64.67 1749.879822 2.109859176 MAT2B_HUMAN[66-80] 
LLINRNGELKLADFGLARA KLADFGLARAFGIPVRCY 33.12 2053.093124 4.357814994 CDK5_HUMAN[141-158] 
LLPSKSSVTKICRDPQTPV KICRDPQTPVLQT 40.76 1554.818817 -1.17248388 TPX2_HUMAN[362-374] 
LLPSRQFGFIVLTTSAGIM KWQNNLLPSRQFGF 60.28 1733.900162 2.156986937 RS15A_HUMAN[88-101] 
LNDYRENVFKLLPQLTYLD KLLPQLTYLDGYDRDD 35.49 1923.957794 2.754218422 AN32A_HUMAN[137-152] 
LNEMQCMWFQTECAQAYKA KFTREGTSAVENLNEMQCMWF 45.82 2577.145035 4.484419714 NARG1_HUMAN[467-487] 
LNTITYETLKYISKTPCRH KHSSGQQNLNTITYETL 42.49 1932.954102 2.892981263 RPC9_HUMAN[34-50] 
LPEQFHRAMKYDKDEVDLL KPEIVFFGENLPEQFHRAM 61.37 2288.14119 1.923395295 SIRT1_HUMAN[408-426] 
LQDAMQVCRNVLLDPQLVP KEILSEVERNLQDAMQVCR 58.74 2317.15181 3.328223885 TCPG_HUMAN[381-399] 
LQHLDLLNNKLVTLPVSFA KLQQLPADFGRLVNLQHLDLLNN 41.13 2658.460541 5.278242721 LRC59_HUMAN[73-95] 
LQKNLDQMKKQISDVERDV KQISDVERDVQNFPAATDEKD 31.9 2404.150635 2.116339936 DIAP1_HUMAN[1040-1060] 
LQRLQENVEKTLSCLDHVI KQTENLQRLQENVE 39.13 1727.880188 -0.333356447 EXOC7_HUMAN[65-78] 
LQTALELTRRCLIDDREMP KSDQNLQTALELTR 76.11 1615.852921 2.997178727 IPO7_HUMAN[489-502] 
LQTLTEYLKKTLDPDPAIR KTLDPDPAIRRPAE 33.8 1577.852524 1.064104518 XPO2_HUMAN[17-30] 
LRDILLQGLKAIGSKDDGK KPLYENLRDILLQGL 63.79 1784.019577 3.926526418 VRK1_HUMAN[314-328] 
LRDYFEKYGKIETIEVMED KIETIEVMEDRQSG 78.16 1633.798111 -0.922390588 ROA3_HUMAN[151-164] 
LRQEIEKFQKQALEASNRI KQALEASNRIQES 63.29 1472.75827 -0.744181868 DESP_HUMAN[1789-1801] 
LRVLGEAQTKAQHQQALSS KVTENLRVLGEAQT 58.59 1556.852203 2.313000549 MBB1A_HUMAN[1062-1075] 
LSASCGSALRAAAGLGGGD RAAAGLGGGDSGDGTARAAS 32.98 1716.813934 0.174159817 RUFY1_HUMAN[86-105] 
LTHLNLSGNKIKDLSTIEP KCPNLTHLNLSGN 52.73 1466.72998 -0.516795873 AN32A_HUMAN[86-98] 
LTHLNLSGNKLKDISTLEP KLPNLTHLNLSGN 57.79 1419.783386 1.914376536 AN32B_HUMAN[86-98] 
LTIKTESTLKTTQFSCTLG KTTQFSCTLGEKFEETTADGR 71.63 2405.116913 1.417394714 FABP5_HUMAN[61-81] 
LTYLNLSGNKIKDLSTVEA KIKDLSTVEALQNL 59.09 1570.89299 0.262271207 AN32E_HUMAN[99-112] 
LVHMIEHAQKELQKLRKHI KVYNENLVHMIEHAQ 38.76 1823.898819 1.444159058 SPF27_HUMAN[136-150] 
LVQRNVNIFKFIIPNVVKY KFIIPNVVKYSPNC 84.39 1677.891235 2.53234531 LDHA_HUMAN[118-131] 
LVVNKTIFAKVDRLAGIIN KVDRLAGIINF 31.78 1244.724091 3.3348756 PSD12_HUMAN[405-415] 
LYLKQGIANLSAEVVSLKR VSDPENLYLKQGIAN 30.35 1659.846771 2.344192288 NFIL3_HUMAN[425-439] 
LYTDRETGKLKGEATVSFD KTGQPMINLYTDRETGK 56.99 1950.983292 1.942097616 FUS_HUMAN[316-332] 
MALYADVGGKQFPVTRGQD KNRVQNMALYADVGG 43.34 1634.819855 0.414112905 SSRD_HUMAN[58-72] 
MANTVNAALKPLETLSRIV KGLVNDLARVPHSLDLSSPNMANTVNAAL 64.09 3016.57637 1.0743968 HUWE1_HUMAN[2219-2247] 
MELHGMIMLRISDDKYGRI KITLTCGRDGGLQNMELHGMIML 32.57 2587.274277 2.939386855 COPD_HUMAN[281-303] 
MELLNDRFRKTTLQVDTLN ARIAQLEEELEEEQSNMELLNDRFR 74.51 3061.477386 0.553654261 MYH10_HUMAN[1736-1760] 
MGRINEILSNALKRGEIIA KMGGMEGPFGGGMENMGRFGSGMNMGRINEILS 65.76 3448.527679 4.756522646 HNRPM_HUMAN[345-377] 
MLLTLEQEAKRQRLPMPSP KERNMLLTLEQEA 36.78 1573.813339 2.938722074 RM47_HUMAN[109-121] 
MPSSDLADEKVETVSQPSE KQMNENSVTHCSENNMPSSDLADE 52.01 2736.106125 9.450291333 SFRIP_HUMAN[427-450] 
MSVHLSPCFRDVQIGDIVT KNMSVHLSPCF 48.31 1318.616211 1.738944191 RS11_HUMAN[107-117] 
MTAEFKKTDKSILVSPTGP KSILVSPTGPSRVAFDPEQKPLHGVL 60.69 2771.533401 2.908498233 RRP1B_HUMAN[701-726] 
MVDFAMDVYKNLYSDDIPH KNLYSDDIPHALRE 81.67 1669.842346 1.117470763 EIF3E_HUMAN[59-72] 
MVPFPRLHFFMPGFAPLTA KLAVNMVPFPRLHF 60.66 1667.93338 0.991646321 TBB1_HUMAN[252-265] 
MVSTVECALKHVSDWLDET KHVSDWLDETN 70.29 1342.615341 -0.191417446 STRBP_HUMAN[43-53] 
MYGSQESLTKVFERAVQYN KVFERAVQYNEPL 32.82 1591.835815 2.12898841 RRP5_HUMAN[1679-1691] 
NATVTTCHSKTAHLDEEVN KIVGAPMHDLLLWNNATVTTCHS 71.16 2577.283203 0.224655172 C1TC_HUMAN[175-197] 
NAVIYVHNLKTVIESSPES KTVIESSPESPVTITEPYRTLSGHTA 45.89 2799.429047 4.159419583 GEMI5_HUMAN[615-640] 
NCVCHFSPLKSDQDYILKE KKGIAFPTSISVNNCVCHFSPL 35.63 2475.24028 1.10373123 PA2G4_HUMAN[71-92] 
NDLGPNWRDKLEYFEERPF KLEYFEERPFAAASIGQVHL 31.88 2304.190231 3.246693741 ADCK3_HUMAN[327-346] 
NEDFQVGQAKVVLKSKDDQ IRTSRPENAIIYNNNEDFQVGQA 76.58 2648.29425 1.598387339 TKT_HUMAN[470-492] 
NEWHDAVSRKTFPTVNPST KTFPTVNPSTGEVICQVAEGDKEDVDKAV 60.49 3132.528534 2.485532028 ALDH2_HUMAN[52-80] 
NEWQDAVSKKTFPTVNPTT KTFPTVNPTTGEVIGHVAEGDRADVDRAV 93.91 3050.54216 0.567767928 AL1B1_HUMAN[52-80] 
NFEATNELRKISQALASKE KDYERVLELEPNNFEATNELR 50.58 2578.266281 3.351476945 RPAP3_HUMAN[222-242] 
NFSADIKDSKAYFHLLNQI KINNFSADIKDS 57.57 1350.677917 0.479018715 PLST_HUMAN[285-296] 
NGEKLEFLHKTPVEEVPAA KLVNNGEKLEFLH 38.97 1539.840897 0.872817447 SF3B3_HUMAN[929-941] 
NIELGTACGKYYRVCTLAI KYYRVCTLAIIDPGDSDIIRSMPEQTGE 53.82 3226.563828 2.734487979 RL30_HUMAN[87-114] 
NIMALYLKTKGDFILVGDL KGDFILVGDLMR 70.52 1362.732956 2.456827646 DDB1_HUMAN[917-928] 
NKGTDMAFLKTALEMARTA KTALEMARTAVYSLH 56.38 1689.887192 1.219016281 METL5_HUMAN[143-157] 
NKINWAMEDKQEMVDIIET KQEMVDIIETVYRGAR 47.36 1906.993454 1.739911583 TXN4A_HUMAN[109-124] 
NKYSEGYPGKRYYGGAEVV KRYYGGAEVVDEIELLCQ 47.27 2141.04628 -0.485276759 GLYM_HUMAN[103-120] 
NLLPSRQFGFIVLTTSAGI KWQNNLLPSRQFG 40.03 1586.831741 0.322025321 RS15A_HUMAN[88-100] 
NLNPVWRPFKISLNSLCYG KNNLNPVWRPF 54.29 1383.741135 1.885468267 CPNE3_HUMAN[184-194] 
NPDMRVQILKDYVRQHFPA KDYVRQHFPATPLLDYALEVE 41.89 2503.274704 4.41022313 ACLY_HUMAN[991-1011] 
NQSQKTFKNKETLIIEPEK KETLIIEPEKNASRIESLEQE 36.48 2455.280518 2.421311926 MYPT1_HUMAN[320-340] 
NQSSNFGPMKGGNFGGRSS KGGNFGGRSSGPYGGGGQYFA 73.08 2019.918762 -0.623787463 ROA1L_HUMAN[277-297] 
NRERFSPIVEGLENQEALQ EGLENQEALQLQVACMQ 33.63 1959.902985 1.616406539 DIAP2_HUMAN[315-331] 
NSLHPTPHTKGPTLPTGLE KPSAPPAPELNNSLHPTPHT 39.19 2104.070129 1.778457832 MLL2_HUMAN[2658-2677] 
NSQGPSQSGGTGELDLTAT GTGELDLTATQLSQ 39.05 1432.704559 -8.422532004 SP1_HUMAN[89-102] 
NTTDQELQHIRNSLPDTVQ MCVGNRHGLLVPNNTTDQELQH 81.77 2532.196182 2.701212508 IF6_HUMAN[62-83] 
PAAKVLVDMSRVQDDEVGD SRVQDDEVGDGTTSVTVLAAELLREAESLIAK 36.54 3371.741989 5.315946492 TCPB_HUMAN[88-119] 
PALGIDCLHKGTNDMKQQH KEMNPALGIDCLH 54.02 1496.711548 1.940253621 TCPE_HUMAN[483-495] 
PDCAAITQRMVDFAGVKDK RLLSPGARLITIEINPDCAAITQR 43.82 2677.469711 2.199838144 COMT_HUMAN[128-151] 
PDMVAGEKRKFVMKPPQVV KFVMKPPQVVRVGT 42.16 1584.917419 2.716229848 IF2BL_HUMAN[195-208] 
PDYNVEFFRQFILVMNALD KANIVAYHDSIMNPDYNVEFFR 64.36 2642.258728 2.086472434 SAE2_HUMAN[86-107] 
PEHASVAMRAMNGESLDGR AMNGESLDGRQIRVDHAG 40.15 1924.917343 -1.147581743 RBM3_HUMAN[66-83] 
PETDLHVNPKKQTIGNSCK KKFVLCPECENPETDLHVNP 53.11 2425.14061 -2.473258654 IF5_HUMAN[94-113] 
PGAMEHFHMKLFRAQRNLY KVNLQNNPGAMEHFHM 58.91 1865.866486 0.58149927 BAP31_HUMAN[79-94] 
PGISIGDVAKKLGEMWNNL KKLGEMWNNLNDSE 69.18 1676.782776 -0.704921363 HMG4L_HUMAN[61-74] 
PGLAELIAEKIGEDYVKDL KIGEDYVKDLSQLT 40.64 1607.840637 3.510920094 PYGL_HUMAN[507-520] 
PHQTPAQLYTLQPKLPITV KGVSQMPLRYGMNPHQTPAQLY 54.77 2515.246399 0.207931915 PUR9_HUMAN[199-220] 
PHSFDSPHTKAHLLLQAHL KCLPIESNPHSFDSPHT 70.03 1964.90506 -0.899789021 HELC1_HUMAN[1873-1889] 
PILEAFGNAKTVKNDNSSR KDQGELERQLLQANPILEAFGNA 72.36 2553.318665 3.401847219 MYH9_HUMAN[202-224] 
PISGHYDRSKSLKQNINLS TLNARTSILAAANPISGHYDRS 77.06 2327.198166 2.426093352 MCM6_HUMAN[492-513] 
PITIFQERDPSKIKWGDAG KLVINGNPITIFQERD 100.65 1856.015579 2.049012973 G3P_HUMAN[66-81] 
PKEVSTLKRKLDQVSQFGC KLDQVSQFGCRSF 41.59 1570.756226 2.467601233 NCOAT_HUMAN[157-169] 
PLATKGSFFKVTMAVPEDL KVTMAVPEDLREACSNENVH 31.42 2298.073242 3.228791783 FXR2_HUMAN[138-157] 
PMEGMTEEQKEHEAMKLVT KASINPVTGRVEEKPPNPMEGMTEEQ 69.68 2867.379303 2.464968619 RIC8A_HUMAN[449-474] 
PMRVLLKIAKSEPPTLAQP KSEPPTLAQPSRWSSNF 40.84 1930.953705 3.163721628 SLK_HUMAN[249-265] 
PMVPGLTGSKMSSSEEESK RVHLMNPMVPGLTGS 33.11 1607.827606 1.217792251 SYYC_HUMAN[207-221] 
PNGPYPYTLKLCFSTAQHA KLCFSTAQHAS 35.64 1248.592102 0.714404647 HNRPL_HUMAN[548-558] 
PNRVAQTTKKVTQLDLDGP KGVEGLIDIENPNRVAQTTK 83.84 2181.175323 2.627024036 HAP28_HUMAN[75-94] 
PNTTAKVQQRLIGFMRPEN RLIGFMRPENGNPQQMQQELQR 53.2 2669.32782 -1.523979172 NU155_HUMAN[744-765] 
PPPNADPNMKLFTIRGTPQ KLFTIRGTPQQIDYARQLIEE 59.28 2518.35434 1.545453687 FUBP1_HUMAN[425-445] 
PPVAPHPREKIITIEETHE KIITIEETHEELK 56.63 1581.861343 -0.183960498 TOPB1_HUMAN[1253-1265] 
PPVNHLRCEKLTFNNPTTE KLTFNNPTTEFRY 54.34 1629.815094 3.037154349 ENL_HUMAN[121-133] 
PQCIPYTLQNHYYRNNSFT NHYYRNNSFTAPSTVG 37.65 1826.833603 0.996806714 PARN_HUMAN[550-565] 
PQWNESFTFKLKPSDKDRR KTIRSTLNPQWNESFTF 31.35 2068.037781 4.208337043 KPCA_HUMAN[213-229] 
PREIAENITKHLPDNECIE KVNPREIAENIT 41.7 1382.75174 1.549085015 SYRC_HUMAN[131-142] 
PSELRNLVNKHSETFTRDN KPLSNAYHELAQVYSTNNPSELRNLVN 58.51 3070.54715 3.654397556 CSN3_HUMAN[254-280] 
PSSMFDVQVKRIHEYKRQL KVKINPSSMFDVQV 71.66 1590.843964 1.68966917 PYGL_HUMAN[555-568] 
PTKPLLSVNKSTSTPTSPG KSTSTPTSPGPRTHSTPSIPVLTAGQSGLYSP 52.44 3208.636444 2.832667446 ATX2L_HUMAN[677-708] 
PYYDSRVVGKYCEKRDPHL RENPYYDSRVVG 35.8 1453.694977 0.713354601 CLH1_HUMAN[895-906] 
QAKLIEFLSKFQNDRTEDE KFQNDRTEDEQFNDE 67.33 1913.80275 -1.618766615 CAB39_HUMAN[308-322] 
QAQSGNIQSTVMLDKQKEL KILENAQRFNQAQSGNIQS 66.76 2145.092636 2.123451418 STAT1_HUMAN[114-132] 
QARAQAALQAVNSVQSGNL KTDSSPNQARAQAALQ 49.32 1684.849228 -0.221978319 PTBP1_HUMAN[137-152] 
QASGAVGSAKSLPEINKDR KRSTSVNLNQASGAVGSA 43.21 1745.902008 0.735436464 HTR5B_HUMAN[1560-1577] 
QERVTLLDLMIAKITSDEP KLNNQERVTLLDL 41.22 1554.872925 0.924191281 ATX10_HUMAN[237-249] 
QGIGEPQSPSRRVFNPYTE RRADLNQGIGEPQSP 52.14 1636.82811 1.114350364 EFHD2_HUMAN[61-75] 
QHVECNEICHRLSLTRPSM HRLSLTRPSM 45.58 1212.639709 9.22945201 ALPK1_HUMAN[1230-1239] 
QILSEIVEAKMAEELKPMD KMAEELKPMDTDKESIAES 58.61 2151.007477 0.313806441 NCOAT_HUMAN[491-509] 
QKKKKKKTKKIFDIDEAEE KIFDIDEAEEGVKDLK 93.2 1847.95163 1.521684851 IF2BL_HUMAN[87-102] 
QLKALTEKNKELEIAQDRN KELEIAQDRNIAIQSQFTRT 69.37 2360.244781 1.729481634 TPR_HUMAN[97-116] 
QLQATQAARKLLSREKQPP NRNNQGTVNWSVDDIVKGINSSNVENQLQATQAAR 42.79 3839.889877 3.422754407 IMA2_HUMAN[67-101] 
QMNQIEISMQHEQLEESFQ KCLRPEELTNQMNQIEISM 51.17 2333.117722 2.948843916 HAT1_HUMAN[375-393] 
QNEALLQAIKARNIRLSEA KERNQNEALLQAI 39.41 1525.821198 1.084006437 TTC4_HUMAN[214-226] 
QQDEAITWFNVIYPRTQLP KVTRDEGGNQQDEAITWF 69.26 2092.9814 2.051618806 JMJD6_HUMAN[219-236] 
QQPSNYGPMKSGNFGGSRN KSGNFGGSRNMGGPYGGGNYGPGGSGGSGGY 121.86 2809.189941 4.047430127 ROA2_HUMAN[317-347] 
QQSGAHVELQRNPPPNSDP KSINQQSGAHVEL 44.56 1409.726273 -0.070226399 FUBP3_HUMAN[378-390] 
QRKCERVLLALFCHEPCRP ALFCHEPCRPLHQLATDSTFSLDQPGGTLDLTLIRA 43.38 4050.009171 1.116293769 TIF1B_HUMAN[710-745] 
QSLVKSLLLKAVVSGNARN KAVVSGNARNGVAL 45.85 1354.768082 -1.740519305 NOL11_HUMAN[252-265] 
QSNFSSYSSKGKPPEADGV SHLSEPAKPAHSQNQSNFSSYSS 30 2489.120712 -1.99709077 ZO1_HUMAN[1378-1400] 
QTRNSEKFEKPENEIEAQL KLVTSGAESGNLNTSPSSNQTRNSEKFE 81.24 2981.432602 0.094249992 NEDD1_HUMAN[502-529] 
QVNGNAVQLKEEEEPMDTS KEEEEPMDTSSVTHTEHY 74.12 2147.895325 -2.00754662 HNRPR_HUMAN[13-30] 
QVNGTEWSWKNLNTLCWAI KLHNQVNGTEWSW 43.91 1597.763733 2.008432119 XPO1_HUMAN[479-491] 
QVSAKGTWRKIKENEFSPT KIKENEFSPTNSTSQTVSSGATNGAES 100.58 2770.289307 1.748914811 APC_HUMAN[2614-2640] 
RAQFEQLCASLLARVEPPL KMNRAQFEQLCA 45.2 1494.707123 6.69E-04 HS74L_HUMAN[300-311] 
RAQHQLGEFKTWFQEYMNS SQVVNRAQHQLGEF 36.35 1611.811752 1.732212212 NUP93_HUMAN[335-348] 
RDIICQIAYARIEGDMIVC IVRVTNRDIICQIAY 38.44 1832.993073 2.100935381 RL5_HUMAN[52-66] 
RELECIREIKERVGTSKVL KNFLYDIAGCSGTFTVQNRELECIREI 39.18 3232.564499 4.786292742 GUAA_HUMAN[204-230] 
RFSDHVALLSVFQAWDDAR NFAGNRFSDHVALL 32.49 1559.78447 1.988736303 DHX9_HUMAN[906-919] 
RGPYPYNQPKRNTIQFTHT KTLIVEPHVIPNRGPYPYNQP 46.16 2431.301193 3.504296393 AQR_HUMAN[775-795] 
RKELATVRTICSHVQNMIK ICSHVQNMIKGVTLGFRY 59.18 2122.081589 2.206795452 RL9_HUMAN[73-90] 
RKIVAENLEKVQAEAERLD KVQAEAERLDQEEAQYQ 42.77 2033.965363 1.164719932 BECN1_HUMAN[214-230] 
RLMELFPANKQSVEHFTKY KVSMDNRLMELFPAN 31.44 1763.869827 2.083487083 BZW1L_HUMAN[67-81] 
RLRNLARAHKMQLPSAAGL KMQLPSAAGLHPTGHQS 66.95 1758.88353 -0.560582883 RRS1_HUMAN[198-214] 
RLTEMETLQSQLMAEKLQL KQLAAENRLTEMETLQ 61.7 1873.956711 -0.106192421 MYH9_HUMAN[860-875] 
RLTPEEIERMVNDAEKFAE KITITNDQNRLTPEEIER 49.19 2169.138916 0.431046621 GRP78_HUMAN[523-540] 
RMAVLNEQVKEAEGSSAEY KSIEVIENRMAVLNEQV 61.8 1971.045868 3.964392776 NASP_HUMAN[609-625] 
RNLVSPAYCTQESREEIPG TQESREEIPGGEARTDPPDGQQDSECNRN 48.88 3271.403183 -1.095248675 TXLNG_HUMAN[102-130] 
RNNDALRQAKQESTEYRRQ KFADLSEAANRNNDALRQA 67.89 2103.04567 -0.755095347 VIME_HUMAN[294-312] 
RNTCFSPDHKQPQPGTAGG KQPQPGTAGGMRVSVSS 42.15 1685.851913 -0.486994138 TTC28_HUMAN[1318-1334] 
RPAFMPSEGKMVSDINNGW KMVSDINNGWQHLEQAE 53.61 1997.926498 5.308503596 ACTN4_HUMAN[378-394] 
RQIVSGSRDKTIKLWNTLG KDVLSVAFSSDNRQIVSGSRD 107.34 2279.150589 1.580852102 GBLP_HUMAN[106-126] 
RQKAQEWCIKHGFELVELS KHGFELVELSPEELPEEDDDFPESTGV 72.69 3043.382217 -6.498033632 P34_HUMAN[133-159] 
RRGELRHITKLKPWSLFDV KLKPWSLFDVLVE 31.44 1572.891556 4.283829978 SRPK2_HUMAN[635-647] 
RRYLSPKYIKMFVLDEADE KMFVLDEADEMLSRGF 104.9 1886.89064 3.403482885 IF4A1_HUMAN[177-192] 
RTRLAKLLRFQSSHHPTDI FQSSHHPTDITSLDQYVERM 77.49 2390.096115 3.442957774 ENPL_HUMAN[512-531] 
RVAVLENQNKTLIEELKTL KCLENRVAVLENQN 76.46 1685.851868 2.121182808 ATF1_HUMAN[239-252] 
RWFNGQPIHAELSPVTDFR KAVIDLNNRWFNGQPIH 46.01 2021.059509 2.272570392 U2AF1_HUMAN[125-141] 
RYFCENCQSKQNATRKIRL KLEGDNRYFCENCQS 43.54 1918.793777 3.255691192 UBP48_HUMAN[261-275] 
RYFSEADKIKVAQGVSGAV KVAQGVSGAVQDKGSIH 44.7 1679.895493 -0.709567949 IMDH2_HUMAN[438-454] 
SADADRAREKLHGTVVEGR KGFGFVTFENSADADRARE 39.35 2115.997375 0.708412977 FOX1A_HUMAN[156-174] 
SAEQASILSLVTKINNVID KRNQDLAPNSAEQASILS 55.11 1940.991516 1.775381279 ILF2_HUMAN[59-76] 
SAGATYIRKKGGKVTGDSQ KVDVEALENSAGATYIRK 112.8 1963.037415 1.690237779 SRP72_HUMAN[515-532] 
SAIFGGARPREEVVQKEQE KPRTVATPLNQVANPNSAIFGGARP 63.77 2575.398285 -0.33548209 IF4H_HUMAN[214-238] 
SDFRSVFSTKEGQWDCSAC KFGQGDLPKPINSDFRSVFST 54.45 2339.19101 2.404250006 RBP2_HUMAN[1458-1478] 
SDIEQSSDSKVKNLFASFP KVKNLFASFPTEESSINYTF 79.45 2321.157944 8.357035785 RBP2_HUMAN[2592-2611] 
SDVIRQVHNSFARQQMFEF KGLALSNSDVIRQVHN 39.77 1749.948563 -2.264066547 UCHL5_HUMAN[126-141] 
SFTAPSTVGKRNLSPSQEE NHYYRNNSFTAPSTVG 37.65 1826.833603 0.996806714 PARN_HUMAN[550-565] 
SGEEFDCAFRLAQEGIYTL KVWCRNNSGEEFDCAF 40.31 2017.84108 3.307495355 NSUN2_HUMAN[586-601] 
SKIVVVTAGVRQQEGESRL VRQQEGESRLNLVQR 51.04 1810.976166 0.737171491 LDHB_HUMAN[99-113] 
SKWDLRRLCKTVGATALPR KTVGATALPRLTPPVLEEMGHCDSVYL 47.88 2953.50415 4.036222532 TCPQ_HUMAN[326-352] 
SNLASVEELKEIDVEVRKE KDRMVNSNLASVEEL 38.76 1703.851196 0.268802816 ODPA_HUMAN[321-335] 
SPEMWSEAIKILKGEYAVR KDNTRPGANSPEMWSEAI 44.46 2001.921402 3.212913351 DDX1_HUMAN[472-489] 
SPSITYDISQLFDFIDDLA KRMNPNSPSITYDIS 32 1721.840637 -2.034450764 ERH_HUMAN[41-55] 
SPWADNTALKRHFHGVKDI KRLEENDDDAYLNSPWADNTAL 71.91 2549.166977 2.438835924 CU059_HUMAN[254-275] 
SRCQTPIKMKPNIEPPENV KDETSSSSEANSRCQTPIKM 47.9 2255.015778 -1.629700349 EZH2_HUMAN[401-420] 
SRNQKPKKRKKGQEADLEA KKGQEADLEAGGEEVPEANGSAG 68.04 2242.034912 2.110582656 LYAR_HUMAN[224-246] 
SSGLLSPLRKKPLEDLVCK KIEGWELTTEPSLTHNSSGLLSPLR 60.67 2764.439529 4.573078871 ZN294_HUMAN[562-586] 
SSTAIGIRCKDGVVFGVEK KAVENSSTAIGIRC 118.72 1504.766754 1.095186344 PSA3_HUMAN[29-42] 
SSTCIGSAIKSESGNSARS KTERASAQQENSSTCIGSAI 57.9 2137.006927 -0.891901648 CARF_HUMAN[164-183] 
STANLVKTIKALDGAFTEE KALDGAFTEENRAQC 72.69 1708.783859 1.599383085 TLN1_HUMAN[1544-1558] 
STGEEVAMRKLVRSVTVVE KAQNTWGCGNSLRTALINSTGEEVAMR 88.12 2963.434143 1.61265605 LMNA_HUMAN[515-541] 
STSEVKDLLEQKSKLTIEV EQKSKLTIEVAEL 33.72 1486.824234 -7.090279913 CGNL1_HUMAN[614-626] 
STSHEINPRKVFELMGSIV GAGGYGQLGHNSTSHEINPR 82.09 2050.956909 -0.583630009 HERC4_HUMAN[267-286] 
SVDSRVQRPKEESSEDENE KTAADVVSPGANSVDSRVQRP 46.78 2153.118896 0.65207732 OTUD4_HUMAN[999-1019] 
SVLMSGFSHKVKSHWLGPN KLSSCDMCELARNSVLMSGFSH 49.23 2528.128006 2.609045105 AMPD2_HUMAN[788-809] 
SVLTKTYKMKSEPDKADPF KSEPDKADPFSFEGPEIVDCDGCTIDW 88.26 3113.327057 0.58329882 NP1L4_HUMAN[228-254] 
SVMLGGRNIKVGRPSNIGQ KVGRPSNIGQAQPIIDQLAEEARAFN 82.55 2821.483444 4.943853217 PUF60_HUMAN[201-226] 
TAEWLLSHTKHRPQVAIIC KNTAEWLLSHT 51.73 1298.66188 1.00257043 PNPH_HUMAN[11-21] 
TAGSNVTTSSTPNSNSTSG VIKTQNRPQDHSAQQTNTAGSNVTTS 48.97 2782.359421 0.758708592 UBQL1_HUMAN[105-130] 
TCHDAGISKKAIKLRPIAV KNVTDVVNTCHDAGISK 96.8 1856.905075 0.020464159 CV028_HUMAN[476-492] 
TCSLFRGLQKEEVVLLTHG KSVREDGVFNISVDNTCSLFRGLQ 39.67 2740.360275 4.600125069 GUAA_HUMAN[121-144] 
TDISNARAFKELPVNAQNY KTLPGWNTDISNARAF 86.13 1789.911118 2.17552702 PURA2_HUMAN[403-418] 
TELINDRLKKANLQIDQIN KANLQIDQINTDLNLERSHAQ 83.21 2420.240753 1.73990955 MYH9_HUMAN[1754-1774] 
TFSHHSMVSMLGKGFGDVG KQTAISQPASGNTFSHHSMVS 37.15 2214.048767 -0.873512828 UBP2L_HUMAN[320-340] 
TFSPEGRLFQVEYAIEAIK TRSEYDRGVNTFSPEGRLF 49.82 2230.076691 0.704908493 PSA5_HUMAN[4-22] 
TGPLSVLTQSVKNNTQVLI KREEEEFNTGPLSVLTQ 78.38 1975.985062 3.406908346 SMD2_HUMAN[18-34] 
TKEPPLSLTIHLTSPVVRE IHLTSPVVREEME 43.99 1538.77626 2.341471008 ILF3_HUMAN[169-181] 
TKKINPENSKLSDLDSETR KLSDLDSETRSMVE 33.61 1608.766479 1.426558814 NUDC_HUMAN[275-288] 
TLIRPDGEKKAYVRLAPDY KAYVRLAPDYDALDVAN 57.86 1892.963196 3.242535308 RL23A_HUMAN[135-151] 
TLNGLRLQSKTIKVSYARP KDAERAINTLNGLRLQS 34.79 1898.033325 3.71805906 ELAV1_HUMAN[72-88] 
TLYAPEMLAKMAEPFTKAL KLLDNLLALIRTHNTLYAPEMLA 45.68 2622.456665 2.496514084 XPO5_HUMAN[771-793] 
TNDFLSLLEKEVDFKPFGT KIRQIIPPGFCTNTNDFLSLLE 37.84 2575.346832 3.960631583 HAT1_HUMAN[110-131] 
TNGSQFFICTIKTDWLDGK KHVGPGVLSMANAGPNTNGSQFFIC 46.36 2602.242081 2.329145334 PPIF_HUMAN[133-157] 
TSEKADGLSKDASRCSEQP KDASRCSEQPSISDIKE 33.04 1948.915985 -1.03852604 HLTF_HUMAN[355-371] 
TSTMIGAGSKDAGTLNHGS KDAGTLNHGSKPLPPNPEE 51.36 1999.996292 -0.974501807 PAK1_HUMAN[29-47] 
TTYSYTDFQKAVNKLLTAS KETTRTEPINTTYSYTDFQ 45.04 2294.070267 1.706573707 CD030_HUMAN[187-205] 
TVDISEREKVAQLRSLYKK KAEAVVNTVDISEREK 75.23 1786.942459 0.343603677 RRMJ3_HUMAN[763-778] 
TVSKIRGQVKNPGYPQSEG KNPGYPQSEGLLGECMIRHG 91.34 2242.062286 1.224765261 SH3G1_HUMAN[82-101] 
VADLVVILKILPTLEAVAA KGTMTTGHNVADLVVILK 55.79 1896.050278 2.824819606 ILF2_HUMAN[110-127] 
VAEALGHSPKDPGGGGGPV KDPGGGGGPVRAGGASPAASSTAQPPTQH 40.52 2612.269165 -1.042005945 I2BP1_HUMAN[438-466] 
VCLGSHINKKARQKLLAAI KQLTNLVNVCLGSHINK 47.42 1937.051651 2.648871029 CC132_HUMAN[930-946] 
VDKVLERDQKLSELDDRAD KLSELDDRADALQAGAS 51.19 1758.874771 2.541966076 VAMP1_HUMAN[61-77] 
VDMYEEIHRKLSEATRELQ KLSEATRELQNAPDAIPESGVEPPALDTAWVEATR 85.44 3760.890747 3.444396786 CSN1_HUMAN[81-115] 
VDQLNMLGEKLLGPNASPD KRGLNVDQLNMLGE 31.86 1585.8246 1.514669403 STAT1_HUMAN[511-524] 
VEGQSRLNEKILEEPHPLM KASSQVNVEGQSRLNE 92.7 1744.870361 -2.256328085 RGS10_HUMAN[93-108] 
VEKITTKLLKAGAKPDQIG KAGAKPDQIGIITPYEGQRSYLVQY 40.61 2794.465347 3.669396012 RENT1_HUMAN[793-817] 
VEKLVACWTKAQDGSHPLS KAQDGSHPLSLQDLIE 37.13 1749.889709 2.740172695 SC31A_HUMAN[707-722] 
VELSTKGQKKGPGLAVQSG KGPGLAVQSGDKT 45.25 1256.67247 -0.49973244 RBM14_HUMAN[153-165] 
VEPPLTDLQKSEELIKKEM KDLPRPSEVNETILRPLNVEPPLTDLQ 42.93 3082.666229 4.331964283 CDC5L_HUMAN[543-569] 
VESAYRTLNRILTMDGLIE RILTMDGLIEDIKH 47.9 1652.891953 1.536700566 RT21_HUMAN[28-41] 
VLEDLGDGQKANDDIIVNW KANDDIIVNWVNR 109.2 1555.810669 2.728481096 PLST_HUMAN[515-527] 
VLINKDIRCKDDEFTHLYT KDDEFTHLYTLIVRPDNTYEV 94.36 2567.254379 5.463034795 CALR_HUMAN[164-184] 
VLNVNNHITQYVKICNEQK QYVKICNEQK 30.69 1308.649597 -8.242084073 KI18A_HUMAN[372-381] 
VLRGMGGAFVLVLYDEIKK KGAWSNVLRGMGGAF 65.76 1549.782364 2.806845723 ADT1_HUMAN[272-286] 
VPIILVGNKKDLRNDEHTR KHFCPNVPIILVGNK 42.7 1734.960327 2.861736907 RHOA_HUMAN[104-118] 
VPVIGGHAGKTIIPLISQC KGLDPARVNVPVIGGHAG 65.76 1755.974411 1.004000963 MDHM_HUMAN[185-202] 
VQRLKEYRSKLILFPRKPS KLILFPRKPSAP 48.82 1365.849609 0.157411181 RL13_HUMAN[123-134] 
VREQASRYATVSERVHAQV KTALNNTLDLSNVREQASRYA 56.8 2363.219284 0.65969333 STRUM_HUMAN[311-331] 
VSRETLQQHKLLKVIRKKL KGVVDSDDLPLNVSRETLQQH 66.8 2349.192459 -1.033120973 ENPL_HUMAN[434-454] 
VSVVDLTCRLEKPAKYDDI RVPTANVSVVDLTCR 55.04 1685.888306 1.434258718 G3P_HUMAN[234-248] 
VTVRPGLAMALSGSTEPCA RVNVTVRPGLAM 33.75 1311.744522 2.957130703 DDTL_HUMAN[37-48] 
VVTAAQAKNLIDAGVDALR IKDKYPNLQVIGGNVVTAAQAKN 30.05 2440.343781 5.024292108 IMDH2_HUMAN[290-312] 
VYGFDMSCIKDVAIKEPLV KIHWWENVYGFDMSCI 65.56 2083.928436 5.685415965 ANM1_HUMAN[202-217] 
VYHENDTIAKYEIMDGAPV KYEIMDGAPVRGESIPIRL 36.42 2143.14592 3.03432442 VP26B_HUMAN[230-248] 
VYYNEAAGNKYVPRAILVD KYVPRAILVDLEPGTMDSVRSGPFGQ 58.48 2831.464005 4.205245053 TBB2A_HUMAN[58-83] 
WDDMEKIWHHTFYNELRVA HTFYNELRVAPEEHPVLL 55.68 2163.111267 4.247123179 A26CB_HUMAN[788-805] 
WLIQVDLADKLLQVASPFL KLLQVASPFLEPHLVRMA 82.05 2048.160461 2.749784554 NU155_HUMAN[1051-1068] 
WQNVRALYIKSTMGKPQRL KNWQNVRALYI 36.72 1403.767334 2.413505371 RL10A_HUMAN[196-206] 
WRIVEDEPNKICEADRVAI KICEADRVAI 31.01 1173.617569 2.038994697 XPO2_HUMAN[83-92] 
WSHVLSYVSKAESTPEIAE KAESTPEIAEQRGERDSQTQA 41.04 2330.109802 2.154834075 CSN1_HUMAN[204-224] 
WSNERYEECKEKLVPFLKK KMDDPTVNWSNERYEEC 39.23 2171.888794 1.527242099 ERF3A_HUMAN[221-237] 
YARGHYTIGKEIIDLVLDR KEIIDLVLDRIR 61.47 1481.892929 2.959053191 TBA1A_HUMAN[112-123] 
YDIPSADRHKSKLIAGKII IVAASNLRAENYDIPSADRH 58.21 2211.103195 0.428292991 UBA1_HUMAN[862-881] 
YDNVHPNYHKEPFLQQLKV KFLSPVVPNYDNVHPNYH 66.67 2139.053772 0.949485247 IF3EI_HUMAN[419-436] 
YEAGKDDYVKALPGQLKPF KALPGQLKPFETLLSQNQGG 49.64 2125.153137 2.544287236 GSTP1_HUMAN[121-140] 
YEGSPIKVTLATLKMSVQP KDELHIVEAEAMNYEGSPIKVT 67.75 2472.220596 2.947956995 NPM_HUMAN[54-75] 
YEKIYKEIECSIAGAHEKI LLVYDMNLREMENYEKIYKEIE 30.66 2866.376801 3.681302471 THOC7_HUMAN[68-89] 
YHPVEDACWKPGQKVPYLA KNNYHPVEDACW 32.93 1531.651398 1.236573807 DNL1_HUMAN[270-281] 
YISAWELQRKDQLQQKIMC KNYISAWELQR 40.31 1406.730606 0.40235138 WDR18_HUMAN[59-69] 
YLSELSEHVKLEQLGIPRQ KLEQLGIPRQVL 52.55 1392.845261 2.579611749 RHG01_HUMAN[200-211] 
YLSQPRLTYKTVSGVNGPL KTVSGVNGPLVILDHVKFP 45.47 2019.151718 1.740334799 VATB2_HUMAN[48-66] 
YPDPVSIIQKYGADALRLY KKNYPDPVSIIQ 31.75 1400.766342 1.82185988 SYIC_HUMAN[609-620] 
YPTYDLTERKDFIKTTVKE KVYENYPTYDLTER 42.92 1789.852249 1.432520478 DEK_HUMAN[349-362] 
YQEALRYIGKLPFEQAESN KIQLEDIKNYQEALRYIG 40.23 2193.179306 2.131608659 VPS11_HUMAN[517-534] 
YSQSERNLCKYSHEVLSEE KYSHEVLSEENF 43.41 1480.683395 -0.130345218 ZCCHV_HUMAN[107-118] 
YVADIEVDGKQVELALWDT KQVELALWDTAGQEDYDRLRPL 54.74 2615.334335 2.113305334 RHOA_HUMAN[51-72] 
YYSFASQQQKPEDTTIPST KRGWVLGPNNYYSFASQQQ 68.81 2242.091934 2.051655389 PSMD8_HUMAN[212-230] 
YYVDTAVRHVLLRQGVLGI KFVDGLMIHSGDPVNYYVDTAVRH 93.24 2732.338089 3.034397549 RS3_HUMAN[151-174] 
AAFGRATHAVVRALPESLG VVRALPESLGQHALRSA 38.94 1803.01149 0.405987429 DDAH1_HUMAN[17-33] 
AAGVVPSRVKATPMPSRPS KKTTTLSGTAPAAGVVPSRV 38.16 1940.105484 -0.377299073 MAP4_HUMAN[870-889] 
AAIKKTILDKVKLDSPAGT KVKLDSPAGTALSPSGHT 74.55 1764.937012 0.67537821 P5CR1_HUMAN[289-306] 
AAREPEVLSTMAIIVNKLG KLISGWVSRSNDPQMVAENFVPPLLDAVLIDYQRNVPAAREPEVLS 50.68 5132.67569 5.285742104 XPO1_HUMAN[757-802] 
AARMLVELSKAQDIEAGDG KQMQVLHPAARMLVELS 42.85 1950.054276 4.39372386 TCPD_HUMAN[79-95] 
ACVVYCNTSKKWFCNGRGN KDLPIHACSYCGIHDPACVVYCNTS 30.76 2936.271408 -1.067680594 RENT1_HUMAN[116-140] 
ADSRQTGSSKALAQTLPPP NQSLNRMDNSQHPQPADSRQTGSS 38.42 2654.185135 -0.618645617 TOP3A_HUMAN[769-792] 
ADVVEIRTLSRPSETCNET NVHVIDFHNPADVVEIRTL 89.5 2187.143661 6.022923978 FKB10_HUMAN[367-385] 
AEEKPIEIQWVKPEPKVDL KTLLPHDPTADVFVTPAEEKPIEIQ 50 2787.469452 2.227827105 BXDC2_HUMAN[295-319] 
AEPFDNTTYKNLQHHDYST KKPAPVPAEPFDNTTY 36.42 1773.893738 0.70071841 NDUV3_HUMAN[56-71] 
AFFAERLYYAMKGAGTDDS KTILQCALNRPAFFAERLYY 41.08 2473.293976 2.957998552 ANXA7_HUMAN[408-427] 
AFVNYSTSQKISRPGDSDD KISRPGDSDDSRSVNSVLLF 59.22 2191.123306 0.669063213 HNRPL_HUMAN[147-166] 
AGGALQHSRSMSMPVAHSP SRSHTLSGGCGGRGSKVALLPAGGALQHSR 41.44 2973.542755 3.241251529 IRS2_HUMAN[400-429] 
AGRPTPAPRKASESTTPAP KLQELASPPAGRPTPAPR 46.14 1885.053345 -1.158587902 MILK1_HUMAN[289-306] 
AHQNLVTGVKFEPIHGNFL RCVYTIPAHQNLVTGV 31.61 1826.946152 1.796440468 PRP4_HUMAN[440-455] 
ALAIPELMRIFVDIEKLPW KFGSTRGAGTVFDAFPDQVAIQLNDTHPALAIPELMR 42.06 3983.036362 7.466163323 PYGL_HUMAN[316-352] 
ALDVLYDVMKSKKHRTWQK KKQPALDVLYDVM 40.82 1518.811584 1.948892168 EIF3A_HUMAN[23-35] 
ALEIANAHRKPLVIIAEDV KISSIQSIVPALEIANAHR 102.81 2046.158524 3.586232403 CH60_HUMAN[250-268] 
ALGYLGSRQKHSLPDLPYD KHSLPDLPYDYGALEPHINA 49.68 2249.111649 1.575288626 SODM_HUMAN[25-44] 
ALHFHQGDSKLLIESLEKY KDDVVLPALHFHQGDS 39.48 1776.879517 0.559970437 TBC15_HUMAN[155-170] 
ALQSRCTRFRFGPLTPELM RFGPLTPELMVPRLEHVVEEE 34.29 2476.278412 3.173714216 RFC5_HUMAN[173-193] 
ALVLNDIHKKIALVKKLAF KFVGDPALVLNDIHK 56.67 1664.924988 2.24874996 DAG1_HUMAN[611-625] 
AMTNEAGAPRLMITHIVNQ RLMITHIVNQNF 35.31 1484.792191 2.069649894 SMC4_HUMAN[81-92] 
ANRVPAGLEKRLCAAAASI KRLCAAAASILG 46.02 1229.691391 -0.007318909 DDTL_HUMAN[21-32] 
APDTGLSPSKRTHQRSKSD KRELPSLSPAPDTGLSPS 59.77 1850.97377 4.063806912 PI4KB_HUMAN[251-268] 
APGPGQLTLRLRACGLNFA KLQSRPAAPPAPGPGQLTL 50.21 1898.073761 1.065817378 VAT1_HUMAN[63-81] 
APGVKAESPKRVVQAAPPA KRVVQAAPPAAQTLAASGPASTAA 32.18 2233.21785 3.582722572 TAF4_HUMAN[348-371] 
APHFERTASKRASRSLDGA SALIDRPAPHFERTAS 54.94 1766.906357 1.576201245 41_HUMAN[521-536] 
APLSAELQAALAMEPTPGG KGLQVRPAPLSAELQA 31.14 1676.957321 1.850375058 ERG19_HUMAN[341-356] 
APSGLPSERKRDAAAALSS KRDAAAALSSASALTGLT 30.18 1702.921326 2.242029589 INT1_HUMAN[58-75] 
APTTIGGLNKKPMSLASGL KKPMSLASGLVPAAPP 38.13 1562.885406 2.697574617 MAP4_HUMAN[738-753] 
APVPGGEAERVRVFHKQAF KRSSGAAPAPASASAPAPVPGGEAE 84.28 2232.113434 -1.125390834 SPAST_HUMAN[90-114] 
AQNTGLGPEKTSFFQALGI KVPAAARAGAIAPCEVTVPAQNTGLGPE 82.77 2744.427933 2.936131025 RLA0L_HUMAN[106-133] 
AQSPPTFGFLLDIDGVLVR LLDIDGVLVRGHRVIPAAL 34.81 2026.205124 2.185366105 CECR5_HUMAN[50-68] 
ARALQQMRSKLNHNAAFMQ KLNHNAAFMQIPMGLEGNF 32.37 2131.034271 4.697718913 EFG1_HUMAN[193-211] 
ARHQLDHVFKIGIGELITR KIGIGELITRSA 43.42 1256.745209 3.400052747 EIF3X_HUMAN[810-821] 
ASAAGRVIGKGGKTVNELQ KGGKTVNELQNLTAAEVVVPRDQTPDENDQVIV 41.41 3575.843124 1.613325809 IF2B1_HUMAN[505-537] 
ASEMTRIARLIEKNKMSDG KILDQGEDFPASEMTRIAR 71.16 2176.09462 0.648868844 ERP29_HUMAN[208-226] 
ASSSFGSEAKAQQQEEQGS KAQQQEEQGSVNDVKEEEKEE 54.29 2460.125168 -1.473908745 LAS1L_HUMAN[551-571] 
ATGRVIATFTCSGEKEVNL KAFEPATGRVIATF 38.1 1506.819458 2.08651407 AL9A1_HUMAN[30-43] 
ATGYLSIVWKTLARALGLG KTLARALGLGVEQLPVVFEDVVLHQATILP 40 3225.848923 4.684038329 FAS_HUMAN[897-926] 
ATLEADRGGKFHMVDGNVS KFHMVDGNVSGEFTDLVPE 67.93 2119.98848 3.407565686 AHSA1_HUMAN[249-267] 
ATLTRPVHDAAREGFLDTL HGAEPNCADPATLTRPVHD 55.16 2056.938492 -0.266901515 CD2A1_HUMAN[66-84] 
ATQADWTAKKLVWIPSERH KLVWIPSERHGFEAASI 44.13 1939.031555 1.715804981 MYH10_HUMAN[34-50] 
ATSHEAPGTKRSPSAPAAT KRSPSAPAATSSASSSTSSY 82.16 1928.907532 0.165897014 LRC41_HUMAN[355-374] 
AVRALGQLFHIACFTCHQC RAQPAVRALGQLF 33.85 1425.82045 -0.032262127 ZYX_HUMAN[393-405] 
AVVTTTVSSKKQPSVLVTF KSDNHSPAVVTTTVSS 44.75 1628.800598 0.095775996 ANR17_HUMAN[1634-1649] 
AYLAETLYYAMKGAGTDDH KSIRSIPAYLAETLYY 70.54 1887.014145 3.55005288 ANXA5_HUMAN[242-257] 
CAQLSISSIGVVGTAEDNR GVVGTAEDNRSHSAHFFEFLT 40.74 2320.08728 1.462013964 DDTL_HUMAN[66-86] 
CELRVTSAHKGPDETLRIK KACGNFGIPCELRVTSAH 53.17 2015.966949 0.696936029 PUR6_HUMAN[286-303] 
CFYTDAERRSVMDATQIAG KPVVDCVVSVPCFYTDAERR 49.26 2396.161713 1.597554948 HSP74_HUMAN[135-154] 
CHIEMILTEKEQIVPKPEE RINPYMSSPCHIEMILTE 42.07 2190.02713 3.709543087 RL17_HUMAN[135-152] 
CIEYELVLRKWCELIPGAE KSSDFITRDFTQPFIHCTDDSPDPCIEYELVLR 41.5 4000.861176 7.652352494 CD123_HUMAN[135-167] 
CPRGHVIAARITSENPDEG RITSENPDEGFKPSSGTVQELNFRSN 69.94 2908.395111 1.485355268 ACACA_HUMAN[509-534] 
CQRAAETVLKQQGVLALRP KQQGVLALRPYLQ 33.71 1512.877625 0.183094783 SYMC_HUMAN[191-203] 
CSGLTGANIKEQSDFCPWY KDIHFMPCSGLTGANI 58.56 1759.838562 2.171790119 ERF3B_HUMAN[383-398] 
CTVMFFFRNKHIMIDLGTG KHIMIDLGTGNNN 31.9 1425.70343 -1.429469802 TXN4A_HUMAN[88-100] 
DADRLAVAEKQDSGEWRVF KARIVLANDPDADRLAVAE 53.75 2036.10141 0.654191384 PGM2_HUMAN[314-332] 
DAVSAEEALKYLLHLVDVN KVHELQGNAPSDPDAVSAEEAL 88.5 2276.092041 2.614569136 ELP1_HUMAN[857-878] 
DDATSPLQENRNNQGTVNW NRNNQGTVNWSVDDIVKGINSSNVENQLQATQAAR 42.79 3839.889877 3.422754407 IMA2_HUMAN[67-101] 
DDVPHGHITSLAVKRSHRR KMEEDPDDVPHGHIT 56.04 1718.757004 -0.653379156 ARD1A_HUMAN[59-73] 
DEFESGISQALLELEMNSD KIVKPNGEKPDEFESGISQ 70.85 2101.069122 3.750471566 RS7_HUMAN[7-25] 
DEPMTNLELKISASLKQAL KRPSPDEPMTNLEL 32.99 1625.808273 2.583945518 CHRD1_HUMAN[107-120] 
DFTTAWNVRKELILSGTLN KELILSGTLNPIKDLHLG 41.42 1960.135681 2.56155737 PTAR1_HUMAN[109-126] 
DFVVTDFAKFSRPAQLHIG FSRPAQLHIGFQALH 35.21 1720.916153 2.132585015 UBA1_HUMAN[323-337] 
DGPLMCHTTKMYSTDDGVQ KIEHTYTGGVDSDLGEAMSDCDPDGPLMCHTT 67.71 3508.452759 2.440391987 U5S1_HUMAN[448-479] 
DGTTVTVRVKKNSTTDQVY KKNSTTDQVYQAIAA 36.62 1636.842026 -0.979935739 SNX27_HUMAN[292-306] 
DHDLEPPRFAQLALERVLQ KTASPEDSDMPDHDLEPPRF 46.48 2283.011368 2.380627655 UBR5_HUMAN[1305-1324] 
DHEVVAMARKLQDVFEMRF KYNPPDHEVVAMAR 52.06 1625.798386 1.331653432 BRD3_HUMAN[389-402] 
DLEGRTHIFKIHARSMSVE KIEFSLPDLEGRTHIF 67.09 1901.004684 3.624399276 PRS7_HUMAN[340-355] 
DLLDFTFEGKLEAAAQVRQ KLEAAAQVRQATNQ 81.42 1526.816467 -0.298005693 PSAL_HUMAN[79-92] 
DLWKETVFTKSPYQEFTDH KSPYQEFTDHLV 34.71 1462.709244 2.057825239 RS2_HUMAN[263-274] 
DMILSASRDKTIIMWKLTR KGHNGWVTQIATTPQFPDMILSASRD 91.42 2869.418121 1.172014624 GBLP_HUMAN[12-37] 
DPAIRRPAEKFLESVEGNQ KTLDPDPAIRRPAE 33.8 1577.852524 1.064104518 XPO2_HUMAN[17-30] 
DQQRLIFAGKQLEDGRTLS KIQDKEGIPPDQQRLIFAG 63.19 2152.164032 1.417178224 UBIQ_HUMAN[29-47] 
DRLELEAAQKFLERAAVEN KFLERAAVENLPTFLVELSR 62.72 2331.295029 3.968609672 IMB1_HUMAN[23-42] 
DSEEQQQRLREAAEGLRMA REAAEGLRMATNAAAQN 30.81 1772.858719 2.207733734 TLN1_HUMAN[891-907] 
DSERGGEAARLNLLDTCAV KAVAAAAAASAAASGGPSAAPSGENEAESRQGPDSERGGEAA 42.17 3780.753448 0.170336418 TIF1A_HUMAN[7-48] 
DSLKELTHLKEYWNDPELD KEYWNDPELDEGERFL 69.88 2038.9272 5.096797963 KRI1_HUMAN[231-246] 
DSLRRVFEKYGRVGDVYIP YGRVGDVYIPR 30.47 1293.682968 2.383891631 SFR2B_HUMAN[37-47] 
DSSGPERILSISADIETIG KALRTDYNASVSVPDSSGPERIL 46.63 2474.276489 1.488111784 HNRPK_HUMAN[66-88] 
DTDEAEDPEKMLANFESGK KILEHMPVSNQKPDTDEAEDPE 61.02 2521.164215 2.802673447 DDX23_HUMAN[565-586] 
DTTAPPSSPKVTYKAPVPT HDGHDDDVIDIEDDLDDVIEEVEDSKPDTTAPPSSP 110.99 3930.692703 0.711579411 CALX_HUMAN[21-56] 
DYPIHPPRVKLMTTGNNTV VFRCPPDYPIHPPRV 35.79 1848.945755 1.577655803 UBE2Z_HUMAN[151-165] 
DYRDRIRLFENGSLLLSDL ENGSLLLSDLQLADEGTYEVE 31.54 2294.080139 5.942686905 HECAM_HUMAN[103-123] 
EAAEGDGDKKGNAEGSSDE KKSCVEEPEPEPEAAEGDGDK 68.68 2300.011398 -0.562605908 HDGF_HUMAN[105-125] 
EAGPEGAQERPSQAAPAVE RPSQAAPAVEAEGPGSSQAPRKPEGAQA 31.71 2743.363724 -1.425986633 TXLNA_HUMAN[33-60] 
EAIRQDPTRKGSVVNVNPT KGSVVNVNPTNTRPQSDTPEIR 48.32 2408.240799 -1.061355659 M4K4_HUMAN[898-919] 
EALFQPSFLGMESCGIHET KSYELPDGQVITIGNERFRCPEALFQPSFL 56.1 3510.760559 4.646286674 ACTB_HUMAN[238-267] 
EAQRALQQLKQKMVNYIQM KHQTLQGLAFPLQPEAQRALQQL 49.7 2614.434326 5.42220543 TWF2_HUMAN[171-193] 
ECLVSPRYLKKYKNKQITA KMQHLNPDPQLIPEQITTDITPECLVSPRYL 48.47 3645.85347 4.605505991 FERM2_HUMAN[497-527] 
ECQVILPLLKSDLYEVIQS KNGPKVLEFNCRFGDPECQVILPLL 30.66 2942.514648 5.00694194 PUR2_HUMAN[281-305] 
ECRYVASSSKDGSVRIWDT KWITGLSWEPLHANPECRYVASSS 53.19 2787.343857 2.88231392 NLE1_HUMAN[200-223] 
ECYIRGSTIKYLRIPDEII KYLRIPDEIIDMV 33.11 1603.864334 3.815784085 LSM4_HUMAN[67-79] 
EDDEAPAKGKFNWKGTIKA KLPEHPEGGEPEDDEAPAKG 57.37 2100.959961 -3.046702516 LYAR_HUMAN[288-307] 
EDFAIDLNGKKYAWQGVAL KKYAWQGVALLP 43.13 1372.786682 -0.238930057 XRN2_HUMAN[640-651] 
EDKLAQSVQKLQDLTLRDL KLQDLTLRDLE 53.05 1342.745605 0.794640471 HYOU1_HUMAN[722-732] 
EDLERLLPHKVFEGNRPTN KSPEDLERLLPH 45.49 1432.767395 0.702835648 G6PI_HUMAN[454-465] 
EDLSAETMAKDVGNVVEAM KVKNPEDLSAETMA 45.33 1531.755173 0.98514438 PPME1_HUMAN[119-132] 
EDVARLIFSKMKETAHSVL KFVNPEDVARLIFS 40.75 1633.882782 3.513103916 HSP7E_HUMAN[109-122] 
EDVLQPVQRAEAERPEEQA KVKEESQLPGTGGPEDVLQPVQR 40.7 2490.307816 1.669271555 AKA12_HUMAN[1049-1071] 
EEEIPFCTLKSFPAAIEHT KSFPAAIEHTIQWARD 73.94 1868.953308 2.368170452 UBA6_HUMAN[628-643] 
EEIRKTFNIKNDFTEEEEA KNDFTEEEEAQVR 84.81 1593.727051 2.354857438 SKP1_HUMAN[142-154] 
EEISAMVLTKMKETAEAYL KMKETAEAYLG 37.37 1239.616882 0.783306531 GRP78_HUMAN[152-162] 
EEISSMVLTKMKEIAEAYL KGETKAFYPEEISSMVLT 51.36 2029.007767 3.438626561 HSP71_HUMAN[108-125] 
EEITNLRNLKCLYLQHNEL KILPEEITNLRNL 35.16 1551.898392 2.055546946 LRC40_HUMAN[141-153] 
EEITTMSGQKLPLKMSVDY KHIMSEPEEITTMSGQ 67.7 1816.833511 2.526923888 CPSF3_HUMAN[365-380] 
EEKLAALCKKYADLLEESR KYADLLEESRSVQ 45.09 1536.778351 2.110258775 TXLNG_HUMAN[162-174] 
EELYQTFQRIVENVNVIIS KMDRALLELQLEPEELYQTFQR 62.66 2749.410843 2.509628569 EF2_HUMAN[159-180] 
EENREAAYNAITLPEEFHD KMAFRPGVVDLPEENREAAYN 30.59 2405.179733 0.041576934 RAD21_HUMAN[86-106] 
EEQWWSARNKDGRVGMIPV KGEILVIIEKPEEQWWSARN 50.8 2424.28009 -1.796822083 CRKL_HUMAN[146-165] 
EESCPAKPVAPGPCFGGRT APGPCFGGRTLEEIWRAATPTLTTFPTI 30.44 3059.553894 3.035082996 YG034_HUMAN[167-194] 
EESRDGKKDKEGDRASEEG SQVFAADGASTETSASGTSQGEASTPEESRDGKKD 53.66 3487.545883 1.037118972 HUWE1_HUMAN[2011-2045] 
EEVSSMVLTKMKEIAEAYL KGETKSFYPEEVSSMVLT 32.45 2030.987045 5.164483952 HSP7C_HUMAN[108-125] 
EFNPTSIKFKIQLVAVNYI KIQLVAVNYIPEVRIMSIPNLRYM 76.04 2859.586639 5.631233473 DCTN4_HUMAN[297-320] 
EFPLSPPKKKDLSLEEIQK KESVPEFPLSPPKK 54.93 1581.876617 1.584826511 STMN1_HUMAN[29-42] 
EFRRLGLAAKLMELLEEIS KLMELLEEISER 46.94 1488.785721 4.27260949 NAT5_HUMAN[91-102] 
EFYQVCHTKKDYEEIGPSI KDYEEIGPSICRHNPVFGVMS 58.82 2434.140945 4.420039859 ARP3_HUMAN[398-418] 
EGEAPERRRKAHGMLKLYY AAGPSPGSGPGDSPEGPEGEAPERRR 35.14 2516.163986 -0.399020098 CK002_HUMAN[6-31] 
EGSVELYAEKVATRGLCAI KVATRGLCAIAQAESLRY 75.33 2006.07309 1.706817173 RS3_HUMAN[90-107] 
EGTSEACRMILEIMQKEAD KPVTIHATPEGTSEACRM 77.54 1983.950623 -0.912321093 IF2B2_HUMAN[240-257] 
EHAVDGEGFKNTLETSSLN RQLPAQPPEHAVDGEGF 46.05 1846.89621 0.397423524 SAFB2_HUMAN[171-187] 
EHPFQEEHLKQLYKIVPIK KNVPLPEFPEHPFQEEHL 43.72 2186.079636 2.696608075 IDE_HUMAN[281-298] 
EHSSEEVHQAVLNLHGIAK KELPPISPEHSSEEVHQ 60.04 1941.943192 -0.689515536 DI3L2_HUMAN[511-527] 
EIGDAIARLKEVLEYNAIG SQIVRVLTEDEMGHPEIGDAIARL 40.85 2648.359177 2.731880201 FPPS_HUMAN[22-45] 
EIYGHEDVKKALLLLLVGG KLAASIAPEIYGHEDVK 69.52 1839.973022 2.903303438 MCM7_HUMAN[335-351] 
EKESEEGCPKRGFEGSCSQ KESSPEKEAEEGCPEKESEEGCP 52.03 2621.074448 -1.013706422 HTSF1_HUMAN[450-472] 
EKETVEVSVKSDDKHMHDH KCDPEKETVEVSV 50.78 1518.723572 1.311627762 S39AA_HUMAN[152-164] 
EKSIPICTLKNFPNAIEHT KNFPNAIEHTLQWARDEFEGLF 41.88 2661.297562 3.761323102 UBA1_HUMAN[635-656] 
EKSPSAQELKEQGNRLFVG KEGGARLGAGGGSPEKSPSAQEL 39.96 2182.097794 -1.732736274 STUB1_HUMAN[7-29] 
EKYPHMLSVKNCFIRGSVV KLTDISVTDPEKYPHMLSV 56.08 2172.113647 2.571228263 LSM2_HUMAN[39-57] 
ELADSAINAQLDLCEDEDV KHFPELADSAINA 52.92 1411.709549 1.136919419 API5_HUMAN[54-66] 
ELDEGERFLRDYILNKRYE KEYWNDPELDEGERFL 69.88 2038.9272 5.096797963 KRI1_HUMAN[231-246] 
ELDGSAQVTSHDASTNGLI KKIEPELDGSAQVT 48.97 1513.798767 1.55701012 G6PI_HUMAN[523-536] 
ELNLDQFHDKTPYTIMFGP KTPYTIMFGPDKCGEDY 51.3 2020.891052 4.908725777 CALX_HUMAN[182-198] 
ELPLVPVKRQRHELLLGAG QRHELLLGAGSGPGAGQQQATPGALLQAGPPRCS 66.38 3379.716751 4.066021212 WDR57_HUMAN[20-53] 
ELPNAAQAQKEEQLKIDEA KVPRNPELPNAAQAQ 56.73 1631.874313 -4.357565986 SMCA5_HUMAN[799-813] 
ELQVGIDIMKTSFPGRGSI KTSFPGRGSIPEFFH 30.7 1705.857651 -1.082739816 ADPPT_HUMAN[132-146] 
ELTDGQIQAMLRRWFVEVE KIHNANPELTDGQIQA 74.14 1747.885284 1.08588362 ACACA_HUMAN[2231-2246] 
ELVQRLVTIKQLHEQAMQF KQLHEQAMQFGQLLTHLDTTQQ 49.39 2594.291122 0.435571779 DCTN2_HUMAN[337-358] 
EMEARQATRKREQKAARRQ KAQVPGPLTPEMEARQATR 54.46 2079.089478 0.271272596 ANKZ1_HUMAN[599-617] 
ENPHTQRMNKLIEYYQQLA KSVASGGWQEPENPHTQRMN 53.33 2252.039246 1.202021681 DCTN4_HUMAN[126-145] 
ENSGKVVLTAEVSGGSRGG AEVSGGSRGGRI 43.26 1144.594879 -9.737943271 SORT_HUMAN[186-197] 
ENTEELGQTKPTSNPQVVN KPTSNPQVVNEGGAKPELASQATEGSKSNENDFS 64.29 3516.660431 2.911853504 THUM1_HUMAN[320-353] 
EPDVRTACEKLIQVLIGDE ILRELHSWEPEPDVRTACE 61.43 2336.121902 3.005408234 BRP16_HUMAN[314-332] 
EPELLVRWYQMGAYQPFFR KNPEPELLVRWY 31.19 1542.819427 2.531080392 GANAB_HUMAN[653-664] 
EPGPNEVLLRMHSVGICGS KPNNLSLVVHGPGDLRLENYPIPEPGPNEVLL 42.85 3489.861969 3.527933228 DHSO_HUMAN[6-37] 
EQISSQDYGKEVDLYALGL KGTLRYMSPEQISSQDYG 45.02 2058.968033 3.001989298 E2AK2_HUMAN[449-466] 
EQKPLHGVLKTPTSSPASS KSILVSPTGPSRVAFDPEQKPLHGVL 60.69 2771.533401 2.908498233 RRP1B_HUMAN[701-726] 
ERELVRALQSLACGKPTQR KYTFEEIQQETDIPERELVRALQ 69.17 2834.444992 6.386082655 CUL3_HUMAN[610-632] 
ESSISHRFHKDCASRVNNA KDCASRVNNASYCPHCGEESS 47.27 2426.963776 -0.030078735 EHMT1_HUMAN[584-604] 
ETGLVTDAFKLKRKELKTH KIRLSPEPWTPETGLVTDAF 32.02 2256.179031 4.220409759 ACSL3_HUMAN[679-698] 
ETGLVTDAFKLKRKELRNH KVRLSPEPWTPETGLVTDAF 45.11 2242.163391 1.886570808 ACSL4_HUMAN[670-689] 
ETPTVDPTVKYERQPEYLD KLERPPETPTVDPTV 40.37 1677.893753 1.757560629 CHD4_HUMAN[696-710] 
EVAWVTRSGKTELAEPIAI KTHVADFAPEVAWVTRSG 95.53 1970.001022 2.873094956 SYEP_HUMAN[1091-1108] 
EVGLTENGKVILKNFLYDI KLYGAQFHPEVGLTENGK 42.35 1987.016312 0.770501979 GUAA_HUMAN[183-200] 
EVILHAVGGKLTDIHGNVL KLTDIHGNVLQYH 57.8 1536.804871 1.134171314 BPNT1_HUMAN[261-273] 
EVIVARHCGLRVFGFSLIT KLGADAVGMSTVPEVIVARHCG 74.94 2266.156219 1.960147303 PNPH_HUMAN[211-232] 
EVQVRQVAVKFASTVFPSD KFASTVFPSDHIPSRYLL 57.47 2077.099655 4.84184761 ECM29_HUMAN[502-519] 
EVTCTLEDKKLENEGKTEN KMENEEQPQDERKPEVTCTLEDK 31.26 2832.290543 -2.009327756 TCAL4_HUMAN[17-39] 
EYPGPSHRIKKTVQVEQSK KSTLINSLFLTDLYSPEYPGPSHRI 99.33 2847.480667 6.088188833 SEPT7_HUMAN[63-87] 
EYSPDPSIYAYDNFGVLGL KGTWIHPEIDNPEYSPDPSIY 59.79 2457.148834 4.847081233 CALR_HUMAN[286-306] 
FDDIIPREIKRLKKEKPEE KIKSCEVLFNPFDDIIPREI 46.06 2432.277344 4.957493861 SDC10_HUMAN[160-179] 
FHDIPIYADKDVFHMVVEV KGQYISPFHDIPIYAD 34.22 1862.920288 1.887359337 IPYR_HUMAN[25-40] 
FLIIKDQDRKSRLMGLEAL AFDEYGRPFLIIKDQDR 50.18 2082.053421 4.524859884 TCPE_HUMAN[8-24] 
FLLPVEAVYSVPGRGTVVT SVPGRGTVVTGTLERGILK 41.43 1939.121475 3.777999519 EFTU_HUMAN[267-285] 
FNSWEALFTKMSKTNGLSE KITELRPFNSWEALFT 47.3 1951.020325 3.581203082 SMRCD_HUMAN[414-429] 
FSFTQQDMPKLRRQIYKEL KHLALSQPFSFTQQDMP 33.64 1973.966934 2.948377655 SENP3_HUMAN[541-557] 
FSNSHNALKLRFPAEDEFP LRFPAEDEFPDLSAHNNHMA 80.15 2310.048737 4.730203231 KCRB_HUMAN[12-31] 
FTALLAGQVLEQVQSSPPP GGNPFTALLAGQV 36.57 1243.656097 6.478479074 UBQLN_HUMAN[290-302] 
FTDVVTTNLKLGNPTDRNV KFRGPFTDVVTTNL 35.19 1593.851517 2.846563781 VAPB_HUMAN[17-30] 
FTGNVSIRGRILSGVVTKM KCPFTGNVSIRG 59 1334.676514 1.715771557 RS11_HUMAN[59-70] 
FTNLESAFYSIVGLSSLGA KASLDRPFTNLESAFY 59.91 1857.926086 3.765488871 RPN2_HUMAN[38-53] 
FVERVTAVWKSIFSLDTPE KSSSSYHTWNTGTEGPFVERVTAVW 48.93 2825.340927 2.086473864 GEMI5_HUMAN[1140-1164] 
FVIQLGRIYLDMLNVYKCL KAVGHPFVIQLGRIY 36.36 1696.977692 -1.084869889 XPO1_HUMAN[700-714] 
GAGKGTQAPRLAENFCVCH RLAENFCVCHLATGDMLR 87.83 2162.018326 0.827005016 KAD2_HUMAN[34-51] 

GAHLTVKKIFVGGIKEDTE FVGGIKEDTEEHHL 56.82 1609.773636 -1.051079457 RA1L3_HUMAN[108-121] 
GAPCAIKISKSPDGAHLTW KSPDGAHLTWEPPSVTSG 45.82 1864.895554 2.777635449 HCFC1_HUMAN[1901-1918] 
GAPPQQDYTKAWEEYYKKQ KKIGQQPQQPGAPPQQDYT 51.6 2108.065063 -1.864743204 FUBP2_HUMAN[627-645] 
GDAAEGRAAKRCEKAEEKA KTQVEASEESALNHLQNPGDAAEGRAA 74.39 2792.332474 2.054912892 MOFA1_HUMAN[68-94] 
GDHLTDITLKVAGRIHAKR KYSHLQPGDHLTDITL 45.12 1836.937012 3.572250958 SYK_HUMAN[111-126] 
GEDFLCLEGKEFNRRIRNE KCGIIHPGEDFLCLEG 40.5 1843.859695 3.718829593 AT2B2_HUMAN[744-759] 
GEDKGGYVIKASEGPAFFP KASEGPAFFPGRCAEIFARGQSVG 76.87 2538.243774 -0.403034575 SYFB_HUMAN[536-559] 
GEDPRVTRAKYFIRDEFLR ARYTTPEDATPEPGEDPRVTRA 36.19 2428.161865 0.336880342 GNAS1_HUMAN[959-980] 
GEIDPNPETKPARPDPIDM KPARPDPIDMDEDELEML 41.22 2112.970718 5.7009782 CDC5L_HUMAN[135-152] 
GELAELVRSVRLVERALGS KGSDHSASLEPGELAELVRS 80.87 2081.038879 0.131184478 SIAS_HUMAN[246-265] 
GEPDKELNPKKKIWEQIQP KIEILAPPNGSVPGDRITFDAFPGEPDKELNP 82.48 3432.756516 2.516053778 MCA1_HUMAN[235-266] 
GFNPDSMCESQVIIREGEL KETPRSVPGFNPDSMCE 46.17 1949.861145 3.209972164 RPA1_HUMAN[718-734] 
GFVEQAEALKAKGVQVVAC KTHLPGFVEQAEAL 36.79 1538.80928 2.152313508 PRDX5_HUMAN[102-115] 
GGEEAIERLKESEKIIAEL RIMSTPGGEEAIERL 60.83 1657.845718 1.668430283 KIF1B_HUMAN[463-477] 
GGGSKVPQKKVKLAADEDD KVKLAADEDDDDDDEEDDDEDDDDDDFDDEEAEE 187.03 3949.358444 -0.192689524 NPM_HUMAN[155-188] 
GGPTLTFQVKKYSLVRDVV KLMRLPGGPTLTFQV 49.44 1656.938538 2.374258254 SSF1_HUMAN[98-112] 
GGSGSQPNQKLGHPEALSA KLGHPEALSAGTGSPQPPSFTYAQ 79.06 2440.202286 2.285876065 ZYX_HUMAN[295-318] 
GGVGPMTVAMLMQSTVESA KERASFITPVPGGVGPMTVA 46.18 2013.071747 3.519497013 C1TC_HUMAN[262-281] 
GGVKTIEAHSRMVIPGGID KQIGENLIVPGGVKTIEAH 32.66 2002.121109 3.113697754 DPYL2_HUMAN[43-61] 
GGVVHSFSHNVGPGDKYTC VSEPTTVAFDVRPGGVVHSFSH 36.83 2324.154999 2.251140738 CS010_HUMAN[32-53] 
GHIPIQVIRKEVDSKPVSQ KPGPVGPELPPGHIPIQVIR 44.66 2100.220779 0.001428421 BAG3_HUMAN[324-343] 
GIADSLRHFKVLREKRIPP KDLAPGIADSLRHF 59.47 1538.820511 0.9565768 RPA2_HUMAN[568-581] 
GIEDVAVLKKELVQVQTLM KELVQVQTLMDNMTLERERESE 73.32 2677.305069 2.895448894 EEA1_HUMAN[228-249] 
GIEPTGNMVKKRAEFTVET KARAYGPGIEPTGNMV 33.03 1659.840256 1.087454045 FLNA_HUMAN[283-298] 
GIGTEVFVGKIPRDLYEDE KIPRDLYEDELVPLFE 32.56 1975.030212 4.901190848 HNRPR_HUMAN[171-186] 
GIPGHHAAIKPAPPQTEQV KVLVPGIPGHHAAI 37.19 1407.835052 -2.172839777 WDR43_HUMAN[402-415] 
GISIGDVAKKLGEMWNNLN KIKSTNPGISIGDVAK 90.76 1626.93045 -1.086709023 HMG4L_HUMAN[46-61] 
GITALAQAFAVNPLLRVIN RVIGTLEEVHMPQNGINHPGITALAQAF 34.4 3012.560349 5.199231944 RAGP1_HUMAN[205-232] 
GKSEIDQINKVFKDLGTPS KPLFPGKSEIDQIN 33.06 1584.851135 -1.212101224 CD2L1_HUMAN[635-648] 
GLEGYALPRKCNTDQAGRP SCRNTLTNIAMRPGLEGYALPR 58.95 2489.263092 1.196739714 MCM5_HUMAN[174-195] 
GLGGKSGERGAYASFGRDA TFLGPGLGGKSGER 30.75 1374.725571 -5.171941331 TFE2_HUMAN[92-105] 
GLLHPSSRLRTLWIWECGI KLGDVGMAELCPGLLHPSSRL 73.68 2249.166031 4.486551842 RINI_HUMAN[238-258] 
GLSIGDVAKKLGEMWNNTA KLGEMWNNTAADDKQPYE 57.16 2108.947281 3.974020629 HMGB1_HUMAN[128-145] 
GMAIGYSSSKLTLHVGDGF KKFLPGMAIGYSSS 52.36 1484.769714 0.268055037 SPEE_HUMAN[134-147] 
GMEVVLHEDKKYYPTAEEV KDLDEMDDDDDDDDVGDHDDDHPGMEVVLHED 81.05 3666.364273 1.466848245 U5S1_HUMAN[31-62] 
GMTIDLFRGKAAVKDVEEE KWQQHQGLLPPGMTIDLFRG 66.55 2321.210297 3.47017244 SMU1_HUMAN[170-189] 
GNKSDNIKPKSAPWNSFLP KSAPWNSFLPPPPPMPGPRLGPGKPGL 49 2791.499588 3.282465109 SMN_HUMAN[186-212] 
GPGQLTLRLRACGLNFADL KLQSRPAAPPAPGPGQLTLRL 74.91 2167.258926 2.905513469 VAT1_HUMAN[63-83] 
GPNGHSHLLKVRAGGGDMQ KAIGSSPLGSGEGLLGLSPGPNGHSHLL 48.81 2651.403107 4.531940077 RAVR1_HUMAN[507-534] 
GPQSASEVEKIALNLEGCA SRREQPPTEPGPQSASEVE 48.98 2079.982101 0.106731688 OGFR_HUMAN[390-408] 
GPSAVPSSPKSVATEERAA KSVATEERAAPSTAPAEATPPKPGEAEAPP 58.79 2956.477737 -0.410961999 BAG3_HUMAN[388-417] 
GPYDRPGTARRYIGIVKQA KFMSVQRPGPYDRPGTA 46.3 1905.95195 -1.452292646 HNRPF_HUMAN[200-216] 
GQLPQHEYLKEMEPLGWIH KEMEPLGWIHTQPNESPQLSPQDVTTHA 63.92 3169.513855 3.876619747 PRP8_HUMAN[2170-2197] 
GQYYFKPMMKEFRFEPSSQ KEFRFEPSSQMIEVQEGQNL 62.54 2395.147781 3.065781602 NOMO1_HUMAN[931-950] 
GRVFDMLNRRYLSPKYIKM KLQMEAPHIIVGTPGRVFDMLNR 47.81 2621.393402 1.433588716 IF4A1_HUMAN[146-168] 
GSTPRTASRKGLPLGSAVS KGLPLGSAVSSPVLFSPVGRRS 42.49 2210.25354 2.937219592 NU133_HUMAN[35-56] 
GTDLTKLLNDMRAQYEELA MNAAPGTDLTKLLN 46.71 1457.754791 0.29566015 K1C24_HUMAN[302-315] 
GTRRDIYDQKLTLQPVDNS KGASQAGMLAPGTRRDIYDQ 49.11 2134.058914 -2.237051643 CNN3_HUMAN[212-231] 
GVPGEVEMVKGQPFDVGPR KGQPFDVGPRYTQL 30.08 1604.8311 1.859385701 MK03_HUMAN[32-45] 
GVSEDDQVSRLVTISKDPY KVPREQIVVDLSHPGVSEDDQVS 34.58 2532.282013 1.634494096 UGDH_HUMAN[370-392] 
GWKFNHWELKGVPIRLEVG KGVPIRLEVGPRDM 31.07 1565.87117 2.407605474 SYEP_HUMAN[1361-1374] 
GWVSMANAGKDTNGSQFFI KHYGPGWVSMANAG 53.13 1473.682312 1.92714534 PPIB_HUMAN[123-136] 
GYHMAKLIIKLVTSIGDVV KLVTSIGDVVNHDPVVGDRL 78.68 2132.158997 3.336993165 PYGB_HUMAN[622-641] 
HAPCPPAPRKHVTTAEGTP KHVTTAEGTPGTTDQEGPPPDGPPE 81.9 2514.151077 -1.625200664 ARI1A_HUMAN[1880-1904] 
HAPGRPARGKVQEGSARPP KVQEGSARPPSAVACEDCSCRDE 53.52 2607.111176 2.095806289 DPH1_HUMAN[414-436] 
HENKPLTLSNYQTNKAKHD RVFQSLPHENKPLTLS 44.33 1865.015915 2.186040327 CYTB_HUMAN[68-83] 
HGHITSLAVKRSHRRLGLA KMEEDPDDVPHGHITSLAV 69.89 2088.978622 4.203968345 ARD1A_HUMAN[59-77] 
HIIVGTPGRVFDMLNRRYL KLQMEAPHIIVGTPGR 71.29 1745.961044 3.068796992 IF4A1_HUMAN[146-161] 
HLGYILTCPSNLGTGLRAG SNLGTGLRAGVHI 40.09 1293.715332 2.148849852 KCRB_HUMAN[285-297] 
HLQKVFDRYKSYSPYDMLE KSYSPYDMLESIR 39.43 1587.760254 3.445104503 ANXA2_HUMAN[233-245] 
HLVLDQLRCNGVLEGIRIC KLDPHLVLDQLRC 36.35 1605.866089 3.178969925 MYH10_HUMAN[689-701] 
HLYNETKVRKELIREVEMG KELIREVEMGPF 34.14 1446.754059 2.574729255 CAND1_HUMAN[1060-1071] 
HNESAWNYLKGILQDRGLS KLVPHNESAWNYL 45.45 1569.793945 0.061791549 FNTA_HUMAN[268-280] 
HPGTSRQRQTRVNPHSLPD TRVNPHSLPDPEVNEQSSS 38.27 2091.982117 -0.868076254 POP1_HUMAN[59-77] 
HSKDPPLFCSCSHVTVVDR SCSHVTVVDRAVTITDLR 67.74 2028.042252 2.505864952 STABP_HUMAN[407-424] 
HSQEYVEHLKDEAQVCAII KIMQNTDPHSQEYVEHL 56.56 2083.963287 3.136811498 EIF3C_HUMAN[457-473] 
HTEEGCLSERAALQEELQL KFCFTPHTEEGCLSE 32.16 1840.776031 2.950386092 FAS_HUMAN[1116-1130] 
HVAPSPTLPSTEDVIRKTE MVWPGDGLVPDTAEPHVAPSPTLP 34.23 2482.220276 -4.171668445 GIT2_HUMAN[615-638] 
HVAYFVPMSKIADFLKAGC KIYWGTATTGKPHVAYFVPMS 70.01 2353.192917 2.098000535 SYYC_HUMAN[37-57] 
IASLTPYQSKWTICARVTN KWTICARVTN 43.84 1247.64447 2.670632604 RFA1_HUMAN[196-205] 
IDERGPIKTKQFAPIHAEA RIMNVIGEPIDERGPIKT 49.21 2037.104065 0.578271881 ATPB_HUMAN[143-160] 
IDEYCVQQLKEFDGKSLVS KRGFEVVYMTEPIDEYCVQQL 93.63 2603.23999 3.899371567 HS90B_HUMAN[505-525] 
IDEYCVQQLKEFEGKTLVS KHGLEVIYMIEPIDEYCVQQL 86.54 2576.265457 3.789982113 HS90A_HUMAN[513-533] 
IEGMLSHQLKQHVIDGEKT KVAHSFNCTPIEGMLSHQL 85.56 2168.050674 2.346808615 PA2G4_HUMAN[172-190] 
IIDDRNRELAILLGMLDPA KLPFPIIDDRNREL 40.54 1724.957321 1.578010057 PRDX6_HUMAN[97-110] 
IIEDRHGGYKPSDEHKTDL KDLFDPIIEDRHGGY 66.21 1773.868591 1.73688176 KCRB_HUMAN[86-100] 
IIGRFGTSLKIGIVGLPNV KGGDGIKPPPIIGRFGTSL 63.68 1909.078537 0.431621845 OLA1_HUMAN[5-23] 
IITTQVTIPKDLAGSIIGK KDLAGSIIGKGGQRI 87.43 1511.878357 0.91078756 HNRPK_HUMAN[396-410] 
IKFPHLFTGKRTPWRGILL KEAVILPIKFPHLFTG 55.59 1809.055267 4.243098671 VPS4A_HUMAN[140-155] 
ILAAGFCSDKMSLLLVYGS KSTPKPIPILAAGFCSD 51.62 1800.944397 2.863497623 WDR43_HUMAN[327-343] 
ILAHGGVRFMWIKHNNLYL KEEEGMLSPILAHGGVRF 65.65 1969.009109 3.292519049 AP1M1_HUMAN[40-57] 
ILLELEAPLKICGDIHGQY KSREIFLSQPILLELEAPL 67.29 2195.2565 7.867873299 PP1A_HUMAN[41-59] 
ILQVINIRPITTGNSPPRY KGDTNIKPILQVINIRP 65.07 1918.136353 1.599469191 RFA1_HUMAN[16-32] 
ILREEFEARKSFLHEQEEN KSFLHEQEENVV 35.45 1457.715042 -0.404743028 IQGA2_HUMAN[684-695] 
INSATSISNIISIETPNTA KEQFMENHNPINSATSISN 48.85 2159.99054 2.048157118 RWDD4_HUMAN[108-126] 
IPEEYTFIQNVPLEDRVRG KEKPYFPIPEEYTFIQ 52.85 2028.024399 2.822944341 HNRPU_HUMAN[461-476] 
IPKITIQIPKGTVMVGKPS KGTVMVGKPSSHSQYTSSGSVSSSGS 43.45 2528.18132 -0.445774989 MED1_HUMAN[1069-1094] 
IRLGLALNFSVFYYEILNS KAASDIAMTELPPTHPIRLGLALNF 65.12 2675.446854 3.261885014 1433E_HUMAN[153-177] 
IRLGLALNFSVFYYEIQNA KEQMQPTHPIRLGLALNF 35.84 2092.125137 2.196331337 1433F_HUMAN[162-179] 
IRSSRPPPAKRKKSQSRGN KGPQPPTVSPIRSSRPPPA 33.1 1968.090485 -0.778419494 NOL1_HUMAN[778-796] 
ISDEDRTPRKRISKTLNMT KVINAAHSFYNGTTTLPISDEDRTPR 71.69 2902.457321 -0.705953533 GUAA_HUMAN[295-320] 
ISYVVVMPKKRQALVEFED KRQALVEFEDVLGACN 97.24 1847.919968 3.661413977 HNRPL_HUMAN[106-121] 
IVYELDKNLKPIKPMQFLG KPIKPMQFLGDEETVR 85.25 1886.992401 3.042407588 PGAM1_HUMAN[225-240] 
IYPGHGMMFVRNDCKVFRF KCYFCSGPIYPGHGMMF 54.26 2050.856216 2.061577973 RLP24_HUMAN[5-21] 
KCLDAFPNLKDFISRFEGL KDFISRFEGLE 43.8 1339.6772 3.114183029 GSTM1_HUMAN[182-192] 
KDDLRDMFCKILHGFKNQV KDDLRDMFC 42.94 1198.511078 1.632024965 TNPO1_HUMAN[846-854] 
KDDVHAKESKINQVFHGSC KINQVFHGSCITEGNELT 50.83 2045.984039 2.597771976 PRKDC_HUMAN[1895-1912] 
KEFREISYLKKLKVKKQDR KEFREISYL 33.91 1183.623688 2.014153674 PARP1_HUMAN[337-345] 
KETEKVKITKVFDFAGEEV KVFDFAGEEVRVT 72 1495.767105 2.499720704 CFDP1_HUMAN[167-179] 
KGTYLATFHQRGIALWGGE QRGIALWGGEKF 31.86 1360.725159 0.025721579 EIF3B_HUMAN[354-365] 
KGVTIPYRPKPSSSPVIFA KQICVVMLETLSQSPPKGVTIPYRP 76.18 2840.529236 2.434757549 PCBP2_HUMAN[160-184] 
KILENLRLQKRGTGGVDTA KRGTGGVDTAATGGVFDISNLDRLG 92.15 2476.267044 3.254091686 KCRU_HUMAN[352-376] 
KKTTMRDVYKKFDLGQDVI KKFDLGQDVIDFTGHALALY 46.43 2250.168472 6.870596665 GDIB_HUMAN[173-192] 
KLDSLVAQQLQSKNECGIL LQSKNECGILAD 33.86 1346.649994 5.710466739 FCGBP_HUMAN[1059-1070] 
KLEGELKGPKVDIDAPDVD KVDIDAPDVDVHGPDWHL 98.23 2026.974884 3.043944969 AHNK_HUMAN[730-747] 
KLFHEVVQAFRAAVATTRG FRAAVATTRGDQESAEAN 35.37 1892.897644 -1.766075419 NOC2L_HUMAN[177-194] 
KLPQKQPQTKTKPTQAAGP KTKPTQAAGPSSPQKPPTPEET 51.49 2276.164825 -2.097387653 XRCC1_HUMAN[436-457] 
KLRILRKVEKIDDFKAEDF KIDDFKAEDFQIEGYNPHPTI 71.42 2476.19104 1.862538037 TYSY_HUMAN[287-307] 
KLTDGILEIITKAEEMLEK ITKAEEMLEKGP 31.86 1360.690781 4.284588447 TT39A_HUMAN[484-495] 
KPEVAQQTRKILSACEKNP RLLELGPKPEVAQQTR 75.24 1834.04245 -0.864756429 COPA_HUMAN[1127-1142] 
KPGEAEAPPKHPGVLKVEA KSVATEERAAPSTAPAEATPPKPGEAEAPP 58.79 2956.477737 -0.410961999 BAG3_HUMAN[388-417] 
KPLPAGRISRSISESAFSA KVFQGCGPPKPLPAGRIS 61.25 1908.040375 0.507326791 GPC4_HUMAN[336-353] 
KPRGRPKMVKQPCPSESDI KQPCPSESDIITEEDKSK 66.22 2089.983734 0.520099742 PSIP1_HUMAN[201-218] 
KQTAAQVTLKAISAHFDDS KAISAHFDDSSASSL 59.96 1534.726334 2.116338221 H2AW_HUMAN[332-346] 
KQVEYLVNEKHIYLLPSGR KHIYLLPSGRINVSGLTT 40.39 1968.115631 2.515604227 AATC_HUMAN[378-395] 
KRPPSAFFLFCSEYRPKIK KRPPSAFFL 31.68 1061.602188 2.718532453 HMGB1_HUMAN[96-104] 
KSLQEANAEKVTQEIVTER KVTQEIVTERSVSSRQAQ 50.78 2045.086517 -2.990582525 DSG2_HUMAN[901-918] 
KTQPTEDNKFKFCVSCARL FESPPKTQPTEDNK 32.15 1616.768204 -4.794131887 DNMT1_HUMAN[876-889] 
KVLQDYRKLKNTAEQFLSR KNTAEQFLSRSGYSEVNLS 60.18 2129.038879 5.06096911 DPOLA_HUMAN[1434-1452] 
KVTVKVYFDLRIGDEDVGR LRIGDEDVGRVIFGLFG 54.39 1862.005051 4.549396896 PPIB_HUMAN[42-58] 
LANDVAEQWKTNEAQAIET KTNEAQAIETARAWT 51.88 1688.84816 2.79598848 UBE2N_HUMAN[130-144] 
LASVPAQSAKKPCPVSCEK KQGVHAAGAAEAGPLASVPAQSA 94.41 2087.075943 7.057241999 ZCCHL_HUMAN[268-290] 
LATYMRIYKKGDIVDIKGM KGDIVDIKGMGTVQ 78.05 1459.770477 2.092794757 RL21_HUMAN[36-49] 
LCDELIRNVKFKILDAVVA KDSIVQGFQWGTREGPLCDELIRNV 60.26 2916.455231 4.11801281 U5S1_HUMAN[763-787] 
LCGDGLLSGKEETRKIPVP KRPVFPPLCGDGLLSG 37.95 1711.907974 3.756043022 PNO1_HUMAN[56-71] 
LDDAQEILQARFPMPRYIN KHLLQAPLDDAQEILQ 61.41 1830.983932 3.163326504 SC23B_HUMAN[684-699] 
LDPSGYNPAKNNYHPVEDA KNNYHPVEDACW 32.93 1531.651398 1.236573807 DNL1_HUMAN[270-281] 
LEDTLLGKEKSTNRIVEDD KSTNRIVEDDASISSCN 90.89 1894.869049 2.160043726 WAPL_HUMAN[145-161] 
LEEATLSELKTVLKSFLSQ SVHRGEVPCTVTSASPLEEATLSEL 36.6 2668.301407 3.456880837 ATPO_HUMAN[133-157] 
LEEVREAAAKTFEQLHSTI KTFEQLHSTIGHQALEDILPFLL 41.87 2649.416626 2.520177436 GCN1L_HUMAN[2027-2049] 
LETRNIAFFSTNCVEGTAR KVDNSSLTGESEPQTRSPDFTNENPLETRNIAFF 51.42 3839.823822 0.140631452 AT1A1_HUMAN[212-245] 
LEVLEAVQRSLVLQRPQTW RLAGTQPLEVLEAVQR 43.79 1779.000259 2.238897931 UBA1_HUMAN[678-693] 
LFDRVLVERSAAETVTKGG KFLPLFDRVLVER 35.63 1630.955887 3.258825111 CH10_HUMAN[8-20] 
LGLGLNHLGKGEAIEAILA KDTYARWLPLGLGLNHLG 34.41 2023.100311 2.768028837 PSMD2_HUMAN[551-568] 
LGRFAVRDMRQTVAVGVIK RQTVAVGVIKAVD 55.59 1354.793259 1.37511756 EF1A1_HUMAN[430-442] 
LGVIQRDLAKTGCVDLTIT KEVLPHVPLGVIQRDLA 38.22 1883.099258 3.285010057 AUP1_HUMAN[371-387] 
LHALYDNVEKLFPGFEIET RDVPLHALYDNVE 57.09 1539.768143 2.311386955 ASNS_HUMAN[208-220] 
LHFDRDPLQKQPSCQRSVV KISQMPVILTPLHFDRDPLQ 67.8 2347.272217 3.491286584 GUAA_HUMAN[607-626] 
LIAEHQARRKEVTDEIVKE KEVTDEIVKEFMTPR 104 1820.934219 2.589330219 SYWC_HUMAN[450-464] 
LIIKWLENISCRDGPFVYG FSVSTPLIIKWLENI 35.67 1758.991989 -4.97841949 TFB1M_HUMAN[144-158] 
LKSKSQEEPKDTFEHDPSE KDTFEHDPSESIDEFN 41.14 1908.801361 4.224116854 BCLF1_HUMAN[188-203] 
LKTEEFEVTKTAVAHRPGA KAAFERESDVPLKTEEFEVT 61.44 2324.15358 1.919408441 CS010_HUMAN[125-144] 
LLADVTRRLSEDYGVLKTD KEGGLGPLNIPLLADVTRRL 53.34 2131.247696 4.183934142 PRDX2_HUMAN[92-111] 
LLDYALEVEKITTSKKPNL KDYVRQHFPATPLLDYALEVE 41.89 2503.274704 4.41022313 ACLY_HUMAN[991-1011] 
LLEWFANNYKKFGATLEIV KETGQEHELIESMPLLEWFANNY 42.51 2777.300629 5.09595535 ERF1_HUMAN[360-382] 
LLTKEQLHLVMQGDVIRHY VMQGDVIRHYGEHVCTA 46.07 1970.909119 0.139529518 MBB1A_HUMAN[324-340] 
LLVGREFVRQYYTLLNQAP KPSPLLVGREFVR 32.08 1496.882721 2.90603929 G3BP1_HUMAN[5-17] 
LNLDIGQVYKETRLFLDGE KETRLFLDGEEE 42.71 1464.70961 1.552526169 ADPPT_HUMAN[214-225] 
LNPRGIKPQKDPDMAMEIC KQIDAPGDPFPLNPRGIKPQ 51.17 2187.180023 0.55322378 TSR1_HUMAN[300-319] 
LNVLEQATIKQCVVGPNHA KQCVVGPNHAAFLLEDGRVC 63.35 2269.109604 0.470669199 UBR5_HUMAN[49-68] 
LPAGLFAVRSAGWRDDLAR SAGWRDDLARRVAAG 37.88 1599.822968 6.209437043 NMDE4_HUMAN[309-323] 
LPKGDVHKKKEIIQDVTLH KEIIQDVTLHDLDVANARPQGGQDILS 60.1 2944.525406 3.235156328 RUVB1_HUMAN[232-258] 
LPQQTQPPAKQSNNPPLQR KFMHPRFELPMGTTEQPPLPQQTQPPA 33.59 3102.541931 2.30842972 CPSF4_HUMAN[163-189] 
LQFGREVLASEAILNVPDK KNFPLQFGREVLA 33.93 1517.835434 0.876247826 C19L1_HUMAN[483-495] 
LQHQMDIYQKRCEAFGWHA KLDNLVAILDINRLGQSDPAPLQHQMDIYQ 78.25 3417.771439 4.805470551 TKT_HUMAN[174-203] 
LRLPLQDVYKIGGIGTVPV KIGGIGTVPVGRVETGVLKPGMVVTFAPVNVTTEV 88.23 3520.969177 6.159099643 EF1A1_HUMAN[255-289] 
LRRATVECVKDQFGFINYE KDQFGFINYEVGDSK 46.83 1745.826065 2.352468028 CSDE1_HUMAN[682-696] 
LSAMVSMVTKDNPGVVTCL KDNPGVVTCLDEARH 56.03 1709.815521 1.645206729 UBA1_HUMAN[226-240] 
LSGMGLPTFKEWIQNTLGV KRYPLSGMGLPTF 36.17 1465.775146 2.065801162 ADAS_HUMAN[116-128] 
LTADEEEALKQEHQRKEKE KEFTRQEQINCVTREPLTADEEEAL 32.38 3005.439987 3.239126398 BAZ1A_HUMAN[754-778] 
LTGRLLDPSSPLALALSAR SPLALALSARDRAM 31.55 1486.792557 3.823667245 SHAN2_HUMAN[618-631] 
LTSRGSQQYRALTVPELTQ RLHFFMPGFAPLTSRGSQQY 50.71 2339.163345 1.409478311 TBB2A_HUMAN[262-281] 
LVEDFLSGFQVVVLTNTPL QVVVLTNTPLEDQLRVGEFCHNRGI 36.38 2893.486877 3.381387377 UBA1_HUMAN[160-184] 
LVLNRVPLRRTHQKFVIAT KQLASGLLLVTGPLVLNRVPLR 62.15 2356.468201 3.531131885 RL6_HUMAN[166-187] 
LVMCGPHGLKFLKPVELRL KEKGETLLSPLVMCGPHGL 61.88 2065.070007 1.072118617 ZO1_HUMAN[1687-1705] 
LVSFLEPKNKNFQHPLVST KEPLVSFLEPKN 40.55 1399.771088 -5.926683349 ZFHX3_HUMAN[333-344] 
LYCPDYRIGKVTSEELHYF RNALANPLYCPDYRIG 59.4 1891.936264 2.833076411 QCR2_HUMAN[183-198] 
LYGLDGSAAKEATEEQSAL RRVEQPLYGLDGSAA 36.58 1630.842697 1.824210272 TLK2_HUMAN[122-136] 
MAQLEALWKKMEGVTNAVL KMEGVTNAVLHEV 31.76 1425.728592 1.986352813 FTO_HUMAN[409-421] 
MEAAGFTAQVIILNHPGQI VIILNHPGQISAGYAPVLDCHTAHIAC 49.16 2926.458206 2.752815668 EF1A1_HUMAN[344-370] 
MELQVDVRVKPVGAAGGSS KPVGAAGGSSTPSPRPSTRFL 43.73 2069.101791 -2.285049494 KLRG2_HUMAN[131-151] 
MEVFVDDETKLTLHGLQQY KLTLHGLQQYYV 40.49 1461.797989 2.144619177 DDX39_HUMAN[255-266] 
MFVMGVNHEKYDNSLKIIS KRVIISAPSADAPMFVMGVNHE 74.95 2368.20314 1.787008863 G3P_HUMAN[117-138] 
MIDNPSYQGIWKPRKIPNP KWKPPMIDNPSYQG 57.28 1659.807892 2.537643073 CALX_HUMAN[382-395] 
MNIPLVSDPKRTIAQDYGV KRTIAQDYGVL 42.38 1262.698273 1.505506138 PRDX1_HUMAN[109-119] 
MNPNTDDLFKAVGDGIVLC KALENDPDCRHVIPMNPNTDDLF 37.71 2710.247925 2.242968233 PLST_HUMAN[132-154] 
MQRNLVVIPKSVTPERIAE KSVTPERIAENF 46.71 1389.725204 1.83345599 ALDR_HUMAN[263-274] 
MSVEFEELLKARENPSEEA KHPNEICVPMSVEFEELL 42.77 2170.043839 4.14415591 SF3A3_HUMAN[97-114] 
MTEIVSRVSKRKLGRHVRA KERLDQPMTEIVSRVS 68.65 1886.988373 1.775315655 UBA1_HUMAN[1008-1023] 
MVKSVLDKTKHSVESMITT KHSVESMITTLDPGMAPYI 45.34 2089.022385 6.859189304 PRRC1_HUMAN[234-252] 
NAIEHTLQWARDEFEGLFK KNFPNAIEHTLQW 34.27 1596.804855 3.086789212 UBA1_HUMAN[635-647] 
NCKEHQQATKKLDLWSLPP KKLDLWSLPPVLVVHL 30.65 1856.128769 3.045586111 UBP15_HUMAN[820-835] 
NCNVVPHFNKIQDFNDTFY KAEVAAEFLNDRVPNCNVVPHFN 60.9 2639.291443 2.526435653 UBA3_HUMAN[124-146] 
NERVDTVSEKPREEPVLKE KLEPEEQNRPNERVDTVSE 52.97 2268.098175 -1.002602103 NSD3_HUMAN[218-236] 
NGKLILSLDKDTYEETGLQ KDTYEETGLQGHPSQFSGR 101.18 2135.987213 1.343172835 RPP40_HUMAN[61-79] 
NICRNPVCANRRRFLLDTN KYTQPNICRNPVCA 34.53 1719.818481 1.687968836 MCM6_HUMAN[173-186] 
NIVIALAGNKADLASKRAV KELQRQASPNIVIALAGN 38.72 1921.074463 7.865910609 RAB5C_HUMAN[117-134] 
NKEGDFVLRFFSEKSAGTV RLPPGEYVVVPSTFEPNKEGDFVLR 53.23 2844.481033 2.038333156 CAN1_HUMAN[488-512] 
NKSKEVGGKKIVRSSGGRM KIVRSSGGRMDAPASGSACSGLN 78.67 2277.095383 -0.092661907 GPTC8_HUMAN[208-230] 
NPFVEDDMDKNEIASVAYR KERYNFPNPNPFVEDDMD 45.84 2225.968765 5.079586101 EIF3D_HUMAN[332-349] 
NSAEQASILSLVTKINNVI KRNQDLAPNSAEQASIL 58.63 1853.959488 2.414292237 ILF2_HUMAN[59-75] 
NSEVGTILRNCVHVQKLAD KFIRLLDAPGIVPGPNSEVGTILR 66.76 2561.46933 1.813021903 GNL3L_HUMAN[297-320] 
NSPRLAAESKLQTEVKEGK KLIGVPADAEALSERSGNTPNSPRLAAES 33.37 2949.515518 5.422924512 CCD99_HUMAN[534-562] 
NSRFDCAPDKAITQEQCEA KAITQEQCEARGCCYIPAK 34.75 2282.060562 0.183167794 LYAG_HUMAN[96-114] 
NSSEDYIHRIGRTARSTKT KFVINYDYPNSSEDYIHR 65.71 2259.059616 1.556399829 DDX5_HUMAN[411-428] 
NTETNGEFGKRPAEDMEEE KRPAEDMEEEQAF 61.71 1578.69838 1.67353057 HNRPK_HUMAN[21-33] 
NVGKSSFINKVTRADVDVQ KVTRADVDVQPYAFTT 41.83 1809.926132 1.747032624 NOG1_HUMAN[187-202] 
NVHIIGNLPFSVSTPLIIK FSVSTPLIIKWLENI 35.67 1758.991989 -4.97841949 TFB1M_HUMAN[144-158] 
NVPIILVGNKKDLRNDEHT KHFCPNVPIILVGN 37.23 1606.865372 2.707134073 RHOA_HUMAN[104-117] 
NVVKYSPNCKLLIVSNPVD KFIIPNVVKYSPNC 84.39 1677.891235 2.53234531 LDHA_HUMAN[118-131] 
PASSPAPAPKFSPVTPKFT KPQVQLHVQSQTQPVSLANTQPRGPPASSPAPAP 84.2 3512.848816 2.108260386 ZYX_HUMAN[231-264] 
PDDEAAMGIKSCDPKGPLM KYRCELLYEGPPDDEAAMGI 72.29 2342.055847 2.82401464 EF2_HUMAN[366-385] 
PDPSDIHVHKQVCEIIESP KELEFLGWYTTGGPPDPSDIHVH 57.39 2594.244171 6.238040421 CSN6_HUMAN[117-139] 
PDVEGMTSLKVDNLTYRTS KVDNLTYRTSPDTLR 42.48 1777.932251 3.100230617 SFRS2_HUMAN[17-31] 
PEDSIQPYEKIKARGLPDN KIQRPPEDSIQPYE 36.06 1698.857666 8.53396979 UGPA_HUMAN[77-90] 
PEGSAGVARSQPPVAHAGQ KSVSESGPGDSPAKPPEGSAGVAR 41.68 2266.118942 1.570085283 CSKI1_HUMAN[422-445] 
PEIVPATLRRSRPETGRPR LRDYLHLPPEIVPATLR 36.05 2002.136353 4.925238975 RS10_HUMAN[79-95] 
PEMTPQAAAKELEEVMKRV KINHSNNAIVKPPEMTPQAAA 48.41 2230.152786 -2.378312389 SFR12_HUMAN[136-156] 
PGALAVHCHDTYGQALANI DTYGQALANI 45.78 1064.513824 -4.915859129 HMGC2_HUMAN[281-290] 
PGARLTTTRKTPQGPPEIY KTAPVQAPPAPVIVTETPEPAMTSGVYRPPGARLTTTR 48.9 3957.114609 0.945891229 CDV3_HUMAN[143-180] 
PGGETLDQVKMRGIDFFEF KAAREECPVFTPPGGETLDQV 38.22 2300.110703 3.17767314 CL005_HUMAN[108-128] 
PGPVKEPQEKEDADGERAD RSLPESTSAPASGPSDGSPQPCTHPPGPVKEPQE 48.55 3480.621582 1.24632911 IKBE_HUMAN[166-199] 
PGSNGDTFLKGLQVRPAPL KGLQVRPAPLSAELQA 31.14 1676.957321 1.850375058 ERG19_HUMAN[341-356] 
PGTGKTLLAKAVANQTSAT KAVANQTSATFLR 82.22 1405.767746 1.163776879 PRS4_HUMAN[237-249] 
PINMESVHMKIEEKITLTC KMHAPPINMESVHM 31.99 1620.757446 0.349836431 COPD_HUMAN[263-276] 
PIQYEPVLCSRTTCRAVLN KERPDLPPIQYEPVLC 61.65 1953.00296 2.531486179 SC23A_HUMAN[46-61] 
PKGAWRPSLNIATVLTSIQ NIATVLTSIQLL 33.34 1284.765289 0.3915112 UBE2T_HUMAN[103-114] 
PKGLFSKLKKEAENPREVL KEAENPREVLDQVCY 66.55 1848.867584 1.357587759 SF3A1_HUMAN[231-245] 
PKPQPKVQEKADIPVKSSP KADIPVKSSPQAAVPYK 40.87 1797.998856 0.375417369 ADNP_HUMAN[600-616] 
PLFQQQRFDRGVGAEPLLP RGVGAEPLLPWNR 35.52 1463.799713 1.380653365 XRN2_HUMAN[883-895] 
PLGPVAVDPKGCVTIAIHA KGCVTIAIHA 38.7 1068.574997 -0.863767169 CO040_HUMAN[33-42] 
PLGRFAVRDMRQTVAVGVI MRQTVAVGVIKAVDK 60.28 1613.928696 2.562690663 EF1A1_HUMAN[429-443] 
PLIQKWNMLKDEDKDLFPL KDEDKDLFPLLECL 36.37 1733.854568 3.953042041 TNPO1_HUMAN[577-590] 
PLNLNPVWFKQHCAYTIAK KVAHILNISPPLNLNPVWF 55.89 2171.22551 7.725590881 HSDL2_HUMAN[144-162] 
PLRSVLEQTKLKKEDIYAV KFLEMCNDLLARVEPPLRSVLEQT 44.96 2857.482986 5.81140818 HSP74_HUMAN[305-328] 
PLSLLVLHRLLCEHFRVLS KDIVINANPASPPLSLLVLHR 37.54 2266.316101 1.703204596 MCA2_HUMAN[120-140] 
PLSRLVVVKKAKADPDCSN KAKADPDCSNGQPQAAPTPGAPQNR 38.22 2575.219727 -0.965354519 CCD94_HUMAN[268-292] 
PMEAAGFTAQVIILNHPGQ QVIILNHPGQISAGYAPVLDCHTAHIAC 59.83 3054.516785 3.564557266 EF1A1_HUMAN[343-370] 
PMEKPEVVKTHLRDMIILP THLRDMIILPEMVGSMVGVYNG 39.76 2431.206192 4.544657724 RS15_HUMAN[78-99] 
PMEPDHPFYSNISKDRRYA SNISKDRRYADLTEDQLPSCESL 51.83 2696.271133 1.654136316 PGAM1_HUMAN[134-156] 
PMHLADILMKNPEKKYHIG KVGEQMRGLVPPMHLADILM 40.25 2234.173752 3.293835134 RRP5_HUMAN[471-490] 
PMNPTKNREKIVEVMFETY KILLTEPPMNPTKNRE 89.45 1880.018921 0.857438179 ARP2_HUMAN[106-121] 
PMPLPQLLPSVTDARSAGP SVTDARSAGPSDHIDSSVTGVQR 33.88 2341.125854 1.805968694 N4BP1_HUMAN[573-595] 
PPAPGAQRAQMGRVGEIPP KVNPFRPGDSEPPPAPGAQRA 55.7 2187.118484 -1.615367446 ZYX_HUMAN[35-55] 
PPAPQDVEMKEEAATGGGS KAKPPPGGGEQEPPPPPAPQDVEM 54.68 2449.194748 4.100531413 PSMD3_HUMAN[14-37] 
PPEDDENKEKRTDDIPVWD KRTDDIPVWDQEFL 67.89 1760.873352 2.096686849 SKP1_HUMAN[80-93] 
PPEVRNIVDKTASFVARNG KEDSAPSKPVVGIIYPPPEVRNIVD 58.16 2718.459213 3.185995934 SF3A1_HUMAN[30-54] 
PPEVTLVLTKENFDEVVND KVREVSQPDWTPPPEVTLVLT 47.73 2390.284576 3.136028268 PDIA4_HUMAN[163-183] 
PPGITCWQDKDQMDDLRAQ KDQMDDLRAQILGGANTPYE 63.82 2234.063721 3.867839542 UBE2T_HUMAN[28-47] 
PPGMSFYAAKRVIGDNPWT KRVIGDNPWTPEQLEQC 51.76 2069.000015 3.344127574 ECM29_HUMAN[227-243] 
PPLFQQQRFDRGVGAEPLL DRGVGAEPLLPWNR 36.32 1578.82666 2.998429226 XRN2_HUMAN[882-895] 
PPPPPATPRKNKAAMCKPL KTRSAPTAPTPPPPPPPATPR 32.92 2133.169464 -1.435891546 ZMYM3_HUMAN[808-828] 
PPVATPFSSKSSTKPAAGG KARVSSGYVPPPVATPFSS 35.71 1946.026169 1.909018522 ZYX_HUMAN[165-183] 
PQIPPGLRPRFCAFGGNPP RFCAFGGNPPVTGPRSALAP 52.65 2071.042175 3.847821206 RPA34_HUMAN[148-167] 
PQPQDLEFTKLPNGLVIAS KVKATAAPAGAPPQPQDLEFT 57.99 2136.121506 4.540003915 QCR2_HUMAN[21-41] 
PRIREDRNRKTASPEDSDM KTASPEDSDMPDHDLEPPRF 46.48 2283.011368 2.380627655 UBR5_HUMAN[1305-1324] 
PRREPLPSRRDVYLSPRDD RDVYLSPRDDGYST 56.06 1642.758713 -0.267233402 HNRPG_HUMAN[203-216] 
PRTTARLLDKLVGEFLEVT KAVECPPPRTTARLLD 38.86 1822.972336 0.612187019 SYK_HUMAN[430-445] 
PSPGNIRPVKREVKVEPEK KAAPAQVRPPSPGNIRPV 37.6 1854.058777 -1.502109876 MAP7_HUMAN[355-372] 
PTYVKEELSKIAAIDSLNQ KIAAIDSLNQYTRGFGHPSLV 56.89 2286.212051 2.971290435 KAT3_HUMAN[87-107] 
PVQYEPVLCSRPTCKAVLN KERPDLPPVQYEPVLC 32.03 1938.98732 1.740083581 SC23B_HUMAN[46-61] 
PYPALGGNMKKIENCNYAV KKIENCNYAVELG 49.13 1536.76059 1.510970554 PLSI_HUMAN[456-468] 
QAPATVGLAFRADDTFEAL KDDQLLDDGKTLGECGFTSQTARPQAPATVGLA 49.55 3459.694031 4.680182656 ELOB_HUMAN[46-78] 
QAPVGSVYQKTNAVSEIKR KESGRFQDVGPQAPVGSVYQ 63.21 2148.059998 3.13957711 DBNL_HUMAN[144-163] 
QDSSGLAPFKTKEPSTRIG KGIWKPETPQDSSGLAPF 37.65 1956.994522 3.470628008 FA21A_HUMAN[928-945] 
QDYARIFQFQNFTNTRKSI KENLPQDYARIFQF 39.3 1767.894394 2.75468943 TSR1_HUMAN[517-530] 
QEGERYNYSKCTVVVRIME KCFGTGAAGNRTSPQEGERYNYS 42.96 2549.13533 0.146324126 PRKDC_HUMAN[1311-1333] 
QEGKPITNQKSSGRCWIFS AQHVFQHAVPQEGKPITNQ 68.78 2128.08139 1.378706667 BLMH_HUMAN[49-67] 
QEIIEFPILKLNGRTMEIE KPQIHPQEIIEFPIL 49.02 1801.013779 4.194859633 PRNIP_HUMAN[157-171] 
QGDAGLTGRKIIVDTYGGW KYLDEDTIYHLQPSGRFVIGGPQGDAGLTGR 63.55 3359.689865 3.080046199 METK2_HUMAN[234-264] 
QHSLSNPLPRRVEQPLYGL RRVEQPLYGLDGSAA 36.58 1630.842697 1.824210272 TLK2_HUMAN[122-136] 
QIAEIIRSFKGHVRKMLRH KFLMYGSKPQIAEIIRSF 45.4 2127.155029 2.765195728 K0020_HUMAN[221-238] 
QKAEEKRKLKELAQRQEEE KELAQRQEEEAAQQGPVVVSPASDYKD 99.28 2971.452271 2.245030171 SPAG7_HUMAN[139-165] 
QKDETLETEKAQYYLPDGS KERACYLSINPQKDETLETE 53.61 2423.163803 2.232618362 ACTZ_HUMAN[218-237] 
QKPPTPEETKAASPVLQED KTKPTQAAGPSSPQKPPTPEET 51.49 2276.164825 -2.097387653 XRCC1_HUMAN[436-457] 
QKPVFPETRKPGPSGPSES KSSFFIEPQKPVFPETR 41.32 2036.073105 4.910923864 ZN828_HUMAN[481-497] 
QLQQEAEPQKQVQPQVQPQ KQVQPQVQPQAHSQGPRQVQL 41.92 2380.272385 -0.396173146 CIZ1_HUMAN[373-393] 
QLVGQFIARAVGDGILCNT KDLPELALDTPRAPQLVGQFIAR 62.07 2547.417282 3.58362961 PDCD4_HUMAN[245-267] 
QNSKKQSPPKKPAPVPAEP KKPAPVPAEPFDNTTY 36.42 1773.893738 0.70071841 NDUV3_HUMAN[56-71] 
QPAGLASGAKLAAGRPFNT KRPLSGPDVGTPQPAGLASGA 38.91 1975.048691 4.568494965 PAK4_HUMAN[177-197] 
QPGAVELAAKHCRRPVINA KGESLADSVQTMSCYADVVVLRHPQPGAVELAA 48.15 3497.728287 2.863001119 PYR1_HUMAN[2003-2035] 
QPLLQQPQQKAGLLQPPVR KAGLLQPPVRIVSQPQPAR 45.62 2054.211258 0.118293578 CCAR1_HUMAN[275-293] 
QPPSFTYAQQREKPRVQEK KLGHPEALSAGTGSPQPPSFTYAQ 79.06 2440.202286 2.285876065 ZYX_HUMAN[295-318] 
QPQNGRSISKRGVSCQFGP KRGVSCQFGPDVT 39.4 1449.703476 -1.18920871 PPP5_HUMAN[399-411] 
QPTAETTRQFLMSDKPLHL KVQYAPERPGPQPTAETTRQ 32.24 2253.150177 -1.901337977 ARRB1_HUMAN[170-189] 
QQMALLDQTKTLAESALQL KTLSHPQQMALLDQT 58.25 1709.877045 2.145768323 TLN1_HUMAN[1751-1765] 
QQMQQELQRKFHEAQLSEK RLIGFMRPENGNPQQMQQELQR 53.2 2669.32782 -1.523979172 NU155_HUMAN[744-765] 
QTEQVESKRKSGGNEVSIE KSGGNEVSIEERLGAMDIDTH 41.44 2257.064453 1.899812827 WDR43_HUMAN[430-450] 
QTHANRIYRMIKLGLGIDE YETALLSSGFSLEDPQTHANRIYR 105.84 2767.356522 2.00877623 HS90A_HUMAN[667-690] 
QTHSNRIYRMIKLGLGIDE FETALLSSGFSLEDPQTHSNRIYR 83.49 2767.356537 3.72377027 HS90B_HUMAN[659-682] 
QTSSQRTAAKEPPGSEPSA RLVGAGAAAGESCPDAPRAPQTSSQRTAA 45.45 2852.39473 -1.118358538 CQ056_HUMAN[481-509] 
QVGVAFPHIKHNYECLVYV KRANPQVGVAFPHI 35.41 1532.857574 0.07110902 KU86_HUMAN[399-412] 
QWRDGIIVLKYVDGDLCPD KYVDGDLCPDGIRK 47.31 1634.80864 -2.145816895 MPRI_HUMAN[1454-1467] 
RDRKKQKNIKHSGNITFDE KHSGNITFDEIVNIAR 63.6 1812.948227 0.394385228 RL12_HUMAN[99-114] 
REERPQQSPKVQASPGLLA KMGQEEESPPREERPQQSP 49.3 2238.033463 0.330647424 TTC31_HUMAN[271-289] 
REVLDQVCYRVEWAKFQER KEAENPREVLDQVCY 66.55 1848.867584 1.357587759 SF3A1_HUMAN[231-245] 
RFERLPCTHKGTYADDCLV KGTYADDCLVQRVTQH 61.77 1889.905411 0.878879964 FCF1_HUMAN[137-152] 
RILFLDPSGKVHPEIINEN KVHPEIINENGNPSY 56.41 1709.837265 1.770343916 TXD12_HUMAN[123-137] 
RKKGPNSGKKEKPLPVICS KEKPLPVICSTSAASL 60.19 1699.917831 1.860678171 SCML2_HUMAN[316-331] 
RLAGAGGRKKIFRLSDVLK KIFRLSDVL 32.05 1089.654617 0.575411686 SYMPK_HUMAN[542-550] 
RLEHVVEEEKVDISEDGMK RFGPLTPELMVPRLEHVVEEE 34.29 2476.278412 3.173714216 RFC5_HUMAN[173-193] 
RLGPGKPGLKFNGPPPPPP KSAPWNSFLPPPPPMPGPRLGPGKPGL 49 2791.499588 3.282465109 SMN_HUMAN[186-212] 
RLHQLKVPTKRPTDYFAEM KRPTDYFAEMA 35.1 1327.623047 2.647588868 EBP2_HUMAN[131-141] 
RLNILDTLSKFSHDADPEV KFSHDADPEVSYNS 40.96 1594.689957 -1.251026879 PSMD2_HUMAN[712-725] 
RLQIDVDGRKEILFYDRIL KEILFYDRILCDVPCSGDGTMR 35.11 2644.244766 4.824061737 NSUN2_HUMAN[257-278] 
RLVSGWVKPIIIGRHAYGD IIIGRHAYGDQYRATDFVVPGPG 53 2501.281555 1.866643118 IDHC_HUMAN[128-150] 
RNVFDFLNEKLQGQAPGAL KLQGQAPGALEAGAAPAGRRS 71.01 2005.08168 -2.653258495 ZGPAT_HUMAN[421-441] 
RPAVLSGYFKQFQKSLPPR KEATPVVHETEPESGSQPRPAVLSGYF 42.59 2911.435196 2.434194658 BA2D1_HUMAN[638-664] 
RPDDPSNQIKITGTKEGIE KIQIPRPDDPSNQI 44.51 1619.863098 2.582934326 VIGLN_HUMAN[183-196] 
RPNPRSAEGKQTEFIITAE KILLGLGTPRPNPRSAEG 32.48 1875.069 -0.590378274 TSC2_HUMAN[16-33] 
RPSGEEVLQDIQVMLKSDA KEVADEVTRPRPSGEEVLQ 37.03 2138.096741 2.207570831 MCM5_HUMAN[104-122] 
RPSTGPHKLRECLPLIIFL RECLPLIIFLR 52.47 1428.827499 4.349720316 RS4X_HUMAN[39-49] 
RQNTSTPVRKPGPLPSSLD KNSNSGNSALNNATPNTPRQNTSTPVR 105.13 2839.392075 0.527225533 MKL2_HUMAN[354-380] 
RQVAQSEAEKKLKKDDKKK KFGQQNPRQVAQSEAE 54.03 1815.886353 -1.563423832 ZC3HF_HUMAN[51-66] 
RSGKPAELLKMFGIDRDAI KMFGIDRDAIAQA 51.27 1434.728912 2.341905828 TKT_HUMAN[603-615] 
RVYIGRLSYQARERDVERF PRVYIGRLSY 34.38 1222.68222 2.414364053 SFRS4_HUMAN[2-11] 
RWHKNLTGPQIITLNHTDL QIITLNHTDLVP 32.71 1362.750717 -2.234451218 I17RC_HUMAN[329-340] 
SADAPMFVMGVNHEKYDNS KRVIISAPSADAPMFVM 43.86 1847.963745 1.768974099 G3P_HUMAN[117-133] 
SAGLPSQKPKEQQRSVLRP KPPTLIHGQAPSAGLPSQKP 87.9 2023.121445 0.477974272 RANB3_HUMAN[145-164] 
SATSIPAILKALQDEWDAV KALQDEWDAVMLHSFTLR 107.1 2159.083344 3.621907427 PRP19_HUMAN[76-93] 
SAVVPVELQKLARGSLVGG KHCPSAVVPVELQ 56.98 1462.760239 1.41171461 F120A_HUMAN[12-24] 
SCPRPECYRSCGSSTPDEF KLDDPSCPRPECYR 43.43 1791.803223 -0.195892046 IF2G_HUMAN[90-103] 
SDIKFKPLNKTKEYTACEL KTKEYTACELMNIY 43.77 1762.82695 2.106843216 SYFB_HUMAN[188-201] 
SDTIENVKAKIQDKEGIPP KTLTGKTITLEVEPSDTIENVKA 75.19 2486.347931 3.166491665 UBIQ_HUMAN[6-28] 
SEELNRQLEKLLKEGSSNQ KVEYTLGEESEAPGQRALPSEELNRQLE 90.48 3171.568329 3.519709759 IF4G1_HUMAN[1422-1449] 
SEGLMNVLKKIYEDGDDDM KEKPSYDTETDPSEGLMNVLK 66.57 2380.146774 2.141464575 CYBP_HUMAN[176-196] 
SEYQTIPLNKIEDFGVHCK KGYKPPDEGPSEYQTIPLN 39.49 2132.042572 3.55152383 CSN5_HUMAN[191-209] 
SFERYMAQLKCYYFDYKEQ KDIPSFERYMAQL 36.07 1596.796982 1.980214164 PSMD8_HUMAN[66-78] 
SFFTDAERRSVMAAAQVAG KPVADCVISIPSFFTDAERR 47.42 2307.168152 3.606152414 HS74L_HUMAN[135-154] 
SFIVRLDSQKHIDFSLRSP KQVVNIPSFIVRLDSQ 55.44 1842.036331 4.582428619 RS9_HUMAN[139-154] 
SFTYAQQREKPRVQEKQHP KLGHPEALSAGTGSPQPPSFTYAQQRE 62.65 2853.404556 3.744999978 ZYX_HUMAN[295-321] 
SGASTGIYEALELRDNDKT KGLFRAAVPSGASTGIYE 64.35 1822.957733 2.747732385 ENOA_HUMAN[28-45] 
SGQLMGEIAKATFMYEQFP KVREATNDDPWGPSGQLMGEIA 46.22 2370.127396 2.627284934 EPN4_HUMAN[27-48] 
SITYDISQLFDFIDDLADL KRMNPNSPSITYDISQL 54.78 1962.983276 1.913414162 ERH_HUMAN[41-57] 
SIYEHEDIKKGILLQLFGG RLASALAPSIYEHEDIK 78.87 1912.005371 0.49738354 MCM4_HUMAN[461-477] 
SKPQTQMQLIHRINPQTTE IHRINPQTTEFCA 48.75 1585.767105 -0.025854995 DBR1_HUMAN[360-372] 
SLPAGPPGVKRPPPPLMNG KMEKPPAPPSLPAGPPGV 49.23 1768.954559 1.450008982 SF3A2_HUMAN[213-230] 
SNASWEQAMKMIINDPRYS KRVPSNASWEQAM 41.77 1502.729965 -0.008650922 PR40A_HUMAN[407-419] 
SPEIVKYTHKLAMERLYAV KLFTPSPEIVKYTH 68.32 1658.903183 -1.628184229 PNPT1_HUMAN[275-288] 
SPFDRNFGTKISARAMEWI KNVLGHMQQGGAPSPFDRNFGT 86.37 2357.133514 0.852306409 K6PP_HUMAN[666-687] 
SPQQTEYRNKCEFLVGVGV KACCPLEGVRPSPQQTEYRN 39.07 2389.126678 1.42478841 HTF9C_HUMAN[222-241] 
SPRPSTRFLTVPVPESPAF KPVGAAGGSSTPSPRPSTRFL 43.73 2069.101791 -2.285049494 KLRG2_HUMAN[131-151] 
SQNNIGIQTMECSLRVPET KALIERPSQNNIGIQT 35.59 1780.979507 0.519377116 TP53B_HUMAN[1141-1156] 
SQPITTPQYHQLQASTTPQ HQLQASTTPQSAQAQPQPSSSSRQRQQQP 38.82 3186.551453 -0.45848938 SPT6H_HUMAN[1636-1664] 
SRKIYKFIQKVPIPCYLIA KVPIPCYLIALVVGALESRQIGPRTLVWSE 33.54 3363.874069 7.358182706 LKHA4_HUMAN[195-224] 
SSEVAKPSEKNSNKSIPAL KIKASLPSSEVAKPSE 42.06 1669.925003 -0.252705959 TRPS1_HUMAN[361-376] 
SSFDATPYIKDLFTCTIKR KVIRPLDQPSSFDATPYI 53.5 2046.078583 0.660287445 CAND1_HUMAN[548-565] 
SSFVFQEETKEQSKMEDTL KERPPAPSSFVFQEET 41.9 1847.905365 1.324202011 AKA12_HUMAN[1218-1233] 
SSLIDDCMEKFSLHEQQRL KKAPSSLIDDCME 38.53 1492.69014 0.584180184 TBCD4_HUMAN[215-227] 
SSPSQEPPTKREYDQCRIQ KKYGGSVGSQPPPVAPEPGPVPSSPSQEPPT 42.83 3054.529846 3.062991842 SAKS1_HUMAN[177-207] 
STEHSQGLEKQGVHAAGAA KQGVHAAGAAEAGPLASVPAQSA 94.41 2087.075943 7.057241999 ZCCHL_HUMAN[268-290] 
STSATVPMSKKKPSRGFGD KRAAEEEPSTSATVPMS 51.34 1789.851593 -0.234097621 PPIL2_HUMAN[490-506] 
STSYTPSRHKRSYEDDDDM KRSYEDDDDMDLQPN 60.7 1839.758102 -0.107622844 CJ119_HUMAN[165-179] 
SVGTEIFVGKIPRDLFEDE KIPRDLFEDELVPLFE 35.17 1959.035309 4.581336517 HNRPQ_HUMAN[168-183] 
SVNENFCNEKEGAQFSSHL SIKHPSVNENFCNE 57.04 1673.74675 1.196118827 PLAP_HUMAN[620-633] 
SVSAPTVRNAMTSAPSKDQ KFIQTTASTRPSVSAPTVRN 30.94 2160.165115 -0.251832601 SBNO1_HUMAN[122-141] 
SYEIRAVGNKNRQKFMCEV KMTPSYEIRAVGN 69.12 1464.739471 1.837186785 DHX9_HUMAN[16-28] 
TALVEAHVRKVEEAAKVTG KEEVPTALVEAHVR 75.77 1576.857285 -1.447816503 SMRC2_HUMAN[704-717] 
TASPPPTARKMFPGLAAPS KLPPPPGSPLGHSPTASPPPTAR 37.21 2258.217148 1.223974409 WIZ_HUMAN[1139-1161] 
TDEARAFAEKNGLSFIETS RAVPTDEARAFAE 52.85 1431.710617 1.059571663 RB11A_HUMAN[132-144] 
TDQQKKDHEKAEFEVHEVY KAEFEVHEVY 39.25 1249.597885 -0.202465131 PA2G4_HUMAN[215-224] 
TEEELQAVQKIVSITERAL KHATIYPTEEELQAVQ 46.1 1855.931564 3.447325389 ZFR_HUMAN[730-745] 
TENIKSISRKDLVDYITTH KDLVDYITTHY 53.22 1366.67688 2.659004519 MPPB_HUMAN[224-234] 
TERLSPNAWKTITDIVLNG KVAGHPNIVINNAAGNFISPTERLSPNAW 68.3 3086.604965 4.045545232 DECR_HUMAN[133-161] 
TEWEAWIRRTRKTPPTMEE KEVDYEAGDIPTEWEAWIRR 68.45 2462.1866 3.57040364 MIMIT_HUMAN[58-77] 
TFLTTGVLSTLRQADFEAH TLRQADFEAHNILRESGYAG 33.86 2247.10321 1.229138024 GUAA_HUMAN[587-606] 
TFSQTIALLNIYRNPQNSS NIYRNPQNSSQSADGLRC 34.43 2078.95517 -0.475719734 U2AF1_HUMAN[50-67] 
TGEAMVAFESRDEATAAVI SRDEATAAVIDLNDRPIGSR 53.54 2155.098129 2.252333634 RBM12_HUMAN[906-925] 
TGPGAWTASKLGGIPDALP KPVLLGLRDAPVHGSPTGPGAWTAS 76.52 2483.328506 3.228731109 PDD2L_HUMAN[6-30] 
TLEDIRRLHAEFAAERDWE AEFAAERDWEQFHQPRNLLLA 36.78 2540.256012 4.322398982 XTP3A_HUMAN[39-59] 
TLEQPQVPAKVRQPEGPES KVRQPEGPESSPSPAGAVE 62.5 1920.954102 2.973522373 KLRG2_HUMAN[37-55] 
TMPKLIPPLKALFAGDIEE KALFAGDIEEMEERRE 59.33 1921.920319 -0.164418887 RNZ2_HUMAN[768-783] 
TNESDVIRRRTAHAFKISK KTLLYNPFPPTNESDVIRR 62.38 2259.201141 0.185906422 CIR1A_HUMAN[617-635] 
TNVSEYNAAALMELLREKE RIQQRQGNCQPTNVSEYNAA 33.47 2333.093063 -1.187693729 AMOT_HUMAN[639-658] 
TPFDRNFATKMGAKAMNWM KNVLGHMQQGGSPTPFDRNFAT 97.77 2401.159729 1.842026562 K6PF_HUMAN[656-677] 
TQEELEAVQNMVSHTERAL KHSSVYPTQEELEAVQ 55.14 1843.895187 2.676399415 ILF3_HUMAN[17-32] 
TRELAQQIQKVVMALGDYM KVVMALGDYMGASCHACIGGTNVRAEVQ 64.44 2993.397995 3.580212193 IF4A1_HUMAN[118-145] 
TSADCAVRAMLYSRAVRNL SENLRGADQKPTSADCAVRA 45.55 2145.023254 -0.957099181 SFR14_HUMAN[641-660] 
TSAGPNSFNKGKHGFSDNQ KNIGRDTPTSAGPNSFN 46.08 1774.859818 -0.193818124 PCNP_HUMAN[133-149] 
TSSLPPGSVKAAPAQVRPP KAAPAQVRPPSPGNIRPV 37.6 1854.058777 -1.502109876 MAP7_HUMAN[355-372] 
TTPSEQRQRKIQKDRLVAE KEFGSLPTTPSEQRQR 52.54 1859.948959 1.528536569 STX7_HUMAN[71-86] 
TVASRLSDTKAAGEVKALD KAAGEVKALDDFY 61.67 1425.713974 1.534669674 PELO_HUMAN[270-282] 
TVEVDLFTSKGLFRAAVPS KGLFRAAVPSGASTGIYE 64.35 1822.957733 2.747732385 ENOA_HUMAN[28-45] 
TVPLSGMYNKSGGKVRLTF KGAQERLPTVPLSGMYN 33.61 1859.956345 3.240398634 UBFD1_HUMAN[431-447] 
TVQELAALEKEAQTSFLHL KGHVDILAPTVQELAALE 49.92 1903.041458 3.727717003 DDX1_HUMAN[702-719] 
TVSRVVSSTRLVNPPPRSS RLVNPPPRSSGNAATSGNAAT 38.73 2037.035141 -0.643091508 PAPOA_HUMAN[620-640] 
TVTAGLPLPKAYIQENLEL KMHGGGPTVTAGLPLP 40.77 1531.8181 0.309436218 C1TC_HUMAN[705-720] 
VAATYPMLNKKGPVPAATN KRVGPVAATYPMLN 30.74 1515.823151 1.974504742 INO1_HUMAN[516-529] 
VAGERNVLITSALPYVNNV KGLESLPPLRPQQNPVLPVAGERNVLI 42.18 2933.681427 2.346880591 SYMC_HUMAN[242-268] 
VAPRYVALLKKEVIPVNVP KKEVIPVNVPEAQEEM 36.11 1838.944763 2.534061976 SYEP_HUMAN[512-527] 
VDDAQEILHSRFPMPRYID RHLLQAPVDDAQEILH 51.92 1853.974777 0.488140406 SC23A_HUMAN[682-697] 
VDDIIMENGKVVGVKSEGE KVVGVKSEGEVARC 40.66 1516.803162 -1.319221933 GDIA_HUMAN[264-277] 
VDKSDDELKKVNLNHEVSN KVNLNHEVSNEDVLT 33.28 1709.858414 4.069342785 FAKD2_HUMAN[132-146] 
VDQASESLLKSKACFGAEN KNLNRCSVPVDQASESLL 38.41 2029.026215 0.841290264 GNL3L_HUMAN[208-225] 
VEALKGLVDKLQALTGNEG KLQALTGNEGRVSVENIKQ 57.9 2083.138535 2.009467892 CPIN1_HUMAN[31-49] 
VEAVNMSLGLSLAATTSPP RLQVPVEAVNMSLG 40.31 1511.812988 -1.492248061 ITAM_HUMAN[77-90] 
VEDNEKDLVKLAKRLKKEK KMRIIAFVGSPVEDNEKDLV 51.36 2259.193283 1.880759841 PSMD4_HUMAN[106-125] 
VEETLHACQRLHQEGKFVE LHAPDHGTPVEETLHACQ 100.17 2010.921783 0.094981317 ARK72_HUMAN[140-157] 
VEEYDYEDLKESSNSVSNH KESSNSVSNHQLSGFDQARLY 87.27 2366.125076 2.277140822 HBS1L_HUMAN[62-82] 
VEIRRGVMLAVDAVIAELK KGANPVEIRRGVML 31.67 1538.87149 -2.304935807 CH60_HUMAN[133-146] 
VGEDFRWYLKMKCGNCGEI KATLENITNLRPVGEDFRWYL 37.81 2534.328125 4.776808449 CA123_HUMAN[9-29] 
VGEGTGSPPKWQIGEQEFE KWQIGEQEFEALMR 69.22 1763.866455 2.407778655 ADDA_HUMAN[369-382] 
VGRIHRLLRKGNYAERIGA KGNYAER 63.83 836.414032 -0.514099457 H2A1A_HUMAN[37-43] 
VGRVETGVLKPGMVVTFAP KPGMVVTFAPVNVTTEVKSVEMHHEAL 65.32 2949.509247 5.253416315 EF1A1_HUMAN[273-299] 
VGRVHRLLRKGNYAERVGA KGNYAERVGAGAPVYMAA 68.31 1823.898819 0.577334658 H2A2A_HUMAN[37-54] 
VGRVHRLLRKGNYSERVGA KGNYSERVGAGAPVYLAA 56.01 1821.937317 0.624060987 H2A1B_HUMAN[37-54] 
VHLTAFLGYKAGMTHIVRE KDDPSKPVHLTAFLGY 48.94 1786.925385 0.6866543 RL3_HUMAN[34-49] 
VHSSAQIVSKHLVGVDSLI KHLVGVDSLIGPETQIGE 54.71 1891.005096 3.616066405 EI2BG_HUMAN[349-366] 
VIAIDSFRHMYVFGDFKDV KTPADCPVIAIDSFRH 74.97 1825.914505 3.487019782 TXND4_HUMAN[313-328] 
VIAPRPDHTKSIYTRSVID KSIYTRSVIDPVPAPVGDSHVDGAA 38.89 2550.307831 2.195813357 PAK2_HUMAN[191-215] 
VIDNPNYKGKWKPPMIDNP KWKPPMIDNPSYQG 57.28 1659.807892 2.537643073 CALX_HUMAN[382-395] 
VIFLDVFLPRVTELALTAS RVTELALTASDRQT 51.4 1559.826721 0.878943784 PRKDC_HUMAN[913-926] 
VIIASEGVEKFKNENFEII KARIPFYGSYTEMDPVIIASEGVE 52.38 2671.320328 6.882738774 SRP54_HUMAN[154-177] 
VIVASHTANKEEKSLLELE SRSTAQQELDGKPASPTPVIVASHTAN 81.43 2761.399475 2.37089927 COPB2_HUMAN[845-871] 
VIYITENGFPQSDPAPLDD KDTYNNPVIYITENGF 30.51 1886.905029 -6.553588978 GBA3_HUMAN[361-376] 
VKHADDHTPKTVEEVTVER KTVEEVTVERNE 78.3 1431.72052 -0.996004444 ZO1_HUMAN[365-376] 
VKNIDPVKNKEINSDQATQ KEINSDQATQGNISSDRG 30.45 1918.898041 -0.385116866 PDS5A_HUMAN[1219-1236] 
VLAKMAAVSKACGNMFGLM KACGNMFGLMHGTCPETSGGLLICLPREQAA 76.68 3375.56546 2.421223969 SPS1_HUMAN[304-334] 
VLEEMGHCDSVYLSEVGDT RLTPPVLEEMGHCD 61.6 1652.76506 1.138697838 TCPQ_HUMAN[335-348] 
VLEPGDKPRKATWYTLTVP MKQLPVLEPGDKPR 55.99 1606.886475 0.694510793 RABEK_HUMAN[1-14] 
VLLSKDIEAKMMALDREVQ KMMALDREVQY 47.73 1382.66861 1.368368376 HYOU1_HUMAN[894-904] 
VMPVRNVYKKEKARVITEE KLATQLTGPVMPVRNVYK 69.89 2014.13974 1.569404514 RL13_HUMAN[145-162] 
VNSHPQRSDKNNEFIVIHN KNNEFIVIHNGIITNY 39.06 1887.984268 2.49790217 GFPT1_HUMAN[114-129] 
VPAEGVRNIKSMWEKGNVF KPTKPAASDLPVPAEGVRNI 86.55 2059.142563 -0.777508089 CALD1_HUMAN[693-712] 
VPMGMPPMSKPPPVQQTVD KPPPVQQTVDYGHGRDISTN 34.07 2208.092361 0.277162319 YLPM1_HUMAN[1437-1456] 
VPPLPEYGGKVRYGLIPEE KVRYGLIPEEFFQF 35.7 1771.929733 3.058247683 AT5F1_HUMAN[53-66] 
VRFGALTAEKLRSVVTPAR KDLAILQCHGELDPMVPVRFGALTAE 78.66 2879.467361 6.911000371 LYPA2_HUMAN[164-189] 
VRGRCAALRMLLADQGQSW PPYTVVYFPVRGRCAALR 30.93 2121.130585 1.600561523 GSTP1_HUMAN[2-19] 
VRQVRPVTEKLPANHPLLT KLPANHPLLTGQRVLDALFPCVQGGTTAIPGAFGCG 41.45 3732.923279 7.083724476 VATA_HUMAN[220-255] 
VSALMEICNKRRWQPPEFL KHPVSALMEICN 39.51 1397.67952 1.933204258 SON_HUMAN[2370-2381] 
VSFAQLKNLKWLDLKDNPL KWLDLKDNPLDPVLA 31.8 1735.950851 6.07908916 LRC59_HUMAN[111-125] 
VSQVNPRDAKACVVHGSDL RLNIPVSQVNPRDA 36.27 1577.86377 2.149741989 AT1A1_HUMAN[647-660] 
VSQWPCNPEKTLIGHVPDQ KCLHSVGQPLTGQGEPVSQWPCNPE 35.56 2804.301056 2.933707842 PPCKM_HUMAN[209-233] 
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VSRTPALVFEHVNNTDFKQ NLRGGPNIITLADIVKDPVSRTPALVF 32.91 2875.628357 5.715272615 CSK21_HUMAN[87-113] 
VSTLPSLHGKQGVTSVTCH KARAGAGAPVVGSGSSGGGNAFTGLGPVSTLPSLHG 63.85 3190.648361 3.12851774 WDR6_HUMAN[533-568] 
VTDFREACCRQYEMGECTR KAVIDLNNRWFNGQPIHAELSPVTDFREACC 44.99 3656.761642 2.830099693 U2AF1_HUMAN[125-155] 
VTLTEMNYSKYGAKECSFC KLRPVTLTEMNYS 39.72 1550.812637 0.680288498 PHF14_HUMAN[422-434] 
VVHPHGHIFKVYTDVQQVA KVYTDVQQVASSLTHPRF 58.83 2075.080002 0.987431809 TTL12_HUMAN[306-323] 
VVRAQEIKTKIKELNNTCE KIKELNNTCEPVVTQPKP 78.93 2094.114304 0.023876443 HS105_HUMAN[788-805] 
VVTQWAVHPPAPAHPSLLD PAPAHPSLLDK 33.81 1144.624039 6.792623372 K1683_HUMAN[36-46] 
VYDFVSHSRKEETVTVYPA KTVQIPVYDFVSHSR 91.47 1774.93663 1.775838048 UCK2_HUMAN[105-119] 
WAMTDEEKAKAVPLIHQEG KAVPLIHQEGNRLY 54.53 1636.904892 0.367767243 AIP_HUMAN[177-190] 
WDPTGKIGPKKPLPDHVSI KKPLPDHVSIVEP 34.2 1457.824203 0.913004461 RS3_HUMAN[201-213] 
WEVMPDLYFYRDPEEIEKE YRDPEEIEKEEQAAAE 70.18 1905.859146 2.605649012 RSSA_HUMAN[204-219] 
WFKGWKVERKEGNASGVSL KEGNASGVSLLEALDTILPPTRPTDKPLRLPLQDVY 51.02 3916.130936 1.513228259 EF1A2_HUMAN[219-254] 
WFKGWKVTRKDGNASGTTL KDGNASGTTLLEALDCILPPTRPTDKPLRLPLQDVY 67.44 3977.093185 3.461321965 EF1A1_HUMAN[219-254] 
WGLFEVLVEKYEWSQEEAA KLKPWGLFEVLVE 35.12 1556.896637 4.121660904 SRPK1_HUMAN[773-785] 
WPELRRRQVASDLMSLLLL ASDLMSLLLLP 31.78 1187.647141 -9.041406011 CJ111_HUMAN[111-121] 
WSKAWELTQKTFAYTNHTV KTFAYTNHTVLPEALERWPVDLVE 37.91 2827.454468 5.532538252 PYGL_HUMAN[371-394] 
WSLFDVLVEKYGWPHEDAA KLKPWSLFDVLVE 31.44 1572.891556 4.283829978 SRPK2_HUMAN[635-647] 
WTPEQLEQCKLGIVKFIEA KRVIGDNPWTPEQLEQC 51.76 2069.000015 3.344127574 ECM29_HUMAN[227-243] 
WVGKELYEKKDAEMDRIFA KDAEMDRIFANTESYL 40.45 1901.882889 3.156345764 NCBP1_HUMAN[188-203] 
YDWTYTTDYKGTLLGESLK KEVIKPYDWTYTTDY 56.26 1920.914536 5.01219592 TIPRL_HUMAN[102-116] 
YEPVSPYSCKEAPCVLIYI RRGFFICDQPYEPVSPYSC 66.1 2377.061981 2.149712561 SYEP_HUMAN[674-692] 
YFINTSKGQKCEFQDAYVL KFDRGYISPYFINTSKGQ 60.63 2120.069077 -0.53111477 CH60_HUMAN[218-235] 
YGGGGQYFAKPQNQGGYGV KGGNFGGRSSGPYGGGGQYFA 73.08 2019.918762 -0.623787463 ROA1L_HUMAN[277-297] 
YHTTDASLRKYFEVFGEIE KIFVGGLPYHTTDASLR 53.16 1874.005035 2.891134175 RBM24_HUMAN[12-28] 
YIAPSDLERKHLDLKEVAI KSMEQVCGGDKPYIAPSDLER 71.05 2379.119858 0.169390373 ATLA2_HUMAN[396-416] 
YLGTTMDTYKELIERIPEL KELIERIPELN 45.49 1352.766312 1.095532899 TFR1_HUMAN[574-584] 
YPEPSECSWKDPEAEAALE RRMPQAPPSLCVTPYPEPSECSW 54.32 2744.2509 4.32577065 SYVC_HUMAN[1077-1099] 
YPSPGAVLRANAEASRTKQ KTGADTTAAGPLFQQRPYPSPGAVLR 123.86 2698.419098 3.978255271 PQBP1_HUMAN[228-253] 
YQEFTDHLVKTHTRVSVQR KSPYQEFTDHLV 34.71 1462.709244 2.057825239 RS2_HUMAN[263-274] 
YRQWYESHYALPLGRKKGA KNCIVLIDSTPYRQWYESHY 40.4 2571.221619 2.097835504 RS8_HUMAN[98-117] 
YRRSVPTWLKLTSDDVKEQ KLTSDDVKEQIY 41.65 1437.735107 3.4616947 RS13_HUMAN[27-38] 
YRTLSGHTAKITSVAWSPH KTVIESSPESPVTITEPYRTLSGHTA 45.89 2799.429047 4.159419583 GEMI5_HUMAN[615-640] 
YSNYGPPQGKQKGYNHGQG KPSYGSGYQSHQGQQQSYNQSPYSNYGPPQG 48.88 3418.487518 5.94268661 ILF3_HUMAN[742-772] 
YSRPKQLPDKWQHDLFDSG KWQHDLFDSGFGGGAGVETGG 98.31 2120.955231 5.843121919 THOC4_HUMAN[86-106] 
YTLSKRINGKWSGQSAGGC KWSGQSAGGCGNFQETH 84.28 1849.780212 -0.848208879 CAN7_HUMAN[695-711] 
AAAAACQLFKGWGLLGPRN KIDAERQAAAAACQLF 46.25 1761.883163 1.379773671 DHX30_HUMAN[106-121] 
AALGSLPVDKAQELQAVLG KQHTDSFQAALGSLPVD 68.98 1812.900635 3.822051725 IPO4_HUMAN[1053-1069] 
AARKLLSREKQPPIDNIIR KQPPIDNIIRAGLIP 33.97 1643.972244 -0.961695069 IMA2_HUMAN[108-122] 
AASAESSGQKSFAANGIQA KSFAANGIQAHPESSTGSDARTTAE 64.77 2532.184052 -0.532741686 TDIF2_HUMAN[24-48] 
ADDAEERAERLQFEEELDH KIQVLQQQADDAEERAE 104.68 1969.970459 4.260469979 TPM3L_HUMAN[13-29] 
AEGEAEAAKMLGEALSKNP KIVQAEGEAEAAK 71.42 1342.709198 -0.986810846 PHB2_HUMAN[224-236] 
AEMLDDLMEKRKEKLDSVI KNGFLLDGFPRTVRQAEMLDDLME 46.14 2794.378204 4.780312121 KAD2_HUMAN[93-116] 
AEPVVREGLKHISEGCVFI KSWCPDCVQAEPVVREGL 74.62 2129.003403 3.489426081 TXD17_HUMAN[40-57] 
AERYDDMAAAMKAVTEQGH KLAEQAERYDDMAA 67.96 1609.74057 8.345444136 1433B_HUMAN[13-26] 
AFKFGDFVLKSGLSSPIYI KSGLSSPIYIDLRGIVSRP 34.99 2057.1633 -0.508953276 PYR5_HUMAN[29-47] 
AFRKFLPLFDRVLVERSAA DRVLVERSAAETVT 47.34 1544.815826 1.065499183 CH10_HUMAN[14-27] 
AFRTREGRLKAACNLLQRG KAACNLLQRGITNLCVIGGDGSLTGANLFR 112.94 3188.654663 4.063782808 K6PP_HUMAN[109-138] 
AFSQFGPVEKAVVVVDDRG KAVVVVDDRGRATG 48.53 1441.80014 -1.191565982 PSPC1_HUMAN[184-197] 
AGFILYRPVSGYPWQDDDI AGFILYRPV 35.22 1034.591293 0.926936082 TEDM1_HUMAN[174-182] 
AGLKQSHLSKAIGSSPLGS KAIGSSPLGSGEGLLGLSPGPNGHSHLL 48.81 2651.403107 4.531940077 RAVR1_HUMAN[507-534] 
AGQTVTCFLKKYNVVKKWL KIKQYQAGQTVTCFL 51.31 1783.929092 2.713112321 RRP5_HUMAN[1142-1156] 
AHTTQPTPFKFNSNFKSND KTNFVQPMPGEGLRPSLPTQAHTTQPTPF 38.03 3176.607727 4.905862272 RBP2_HUMAN[1003-1031] 
AILEENKEKLPLDINPVVH LPLDINPVVHPHGHIF 55.15 1803.978439 2.192376535 TTL12_HUMAN[290-305] 
ALAHEEVKTRLDSSIRNMR KLPYDVTPEQALAHEEVKT 32.51 2167.116074 2.407808268 IQGA1_HUMAN[1111-1129] 
ALRMAPDHEKACIACRNAK KAVQFFVQALRMAPDHE 77.17 1986.014542 1.697872764 DNJC7_HUMAN[228-244] 
ALVSELLPAKHLCQQLQAE KHLCQQLQAEQAAAE 43.39 1723.831131 1.004158684 NUMA1_HUMAN[1364-1378] 
AMAEQRARARLSSAYLLGV RLSSAYLLGVPGSEQPDRAGSLELRGF 52.56 2874.498779 3.107324333 CEND2_HUMAN[186-212] 
AMGVYGALTKAPVPGTPDS KAPVPGTPDSLSSGSSRDVQGTDASLDEELDRV 52.75 3384.628113 0.998041701 STML2_HUMAN[321-353] 
AMLWDLNEGKHLYTLDGGD KHLYTLDGGDIINALCF 71.93 1948.97168 4.18271855 GBLP_HUMAN[225-241] 
ANNNEWARYLYYTGRIKAI KSVFPEQANNNEWARY 91.32 1951.917633 0.532297051 PSMD3_HUMAN[273-288] 
ANQENLPILKRAVAGDASE KRAVAGDASESALL 63.7 1386.746658 1.15810627 AT1A1_HUMAN[444-457] 
APATVGLAFRADDTFEALC KDDQLLDDGKTLGECGFTSQTARPQAPATVGLAF 43.09 3606.762451 8.872222786 ELOB_HUMAN[46-79] 
APRKPEGAQARTAQSGALR KSSPGQPEAGPEGAQERPSQAAPAVEAEGPGSSQAPRKPEGAQ 32.95 4222.027466 -3.168146135 TXLNA_HUMAN[17-59] 
AQMVTTDFQKIFPMGDRLY KIFPMGDRLYIGLAGLATDVQTVAQRL 90.9 2945.616074 4.381765877 PSB3_HUMAN[41-67] 
AQQSGAQQTKKDKDKKNAS KKAAAQLLQSQAQQSGAQQT 59.2 2084.097397 -0.861284124 SEP11_HUMAN[398-417] 
AQSGNIQSTVMLDKQKELD KILENAQRFNQAQSGNIQST 61.25 2246.14032 7.725252 STAT1_HUMAN[114-133] 
AQSYIAQNFKQLSHMGSIR KLRSQAQSYIAQNF 31.6 1652.863419 -1.432060249 KBTB6_HUMAN[187-200] 
ARAQAALQAVNSVQSGNLA KTDSSPNQARAQAALQA 65.83 1755.886337 0.059798859 PTBP1_HUMAN[137-153] 
ARRDAERQGKKAPGFGGFG KKAPGFGGFGSSAVSGGSTAA 52.46 1839.911545 0.423389919 COPD_HUMAN[178-198] 
ASEYEDLEHKPGRLQDFYD KPGRLQDFYDSTAG 46.13 1553.747421 -0.005792447 HDDC2_HUMAN[160-173] 
AVIDAGVCRRLVELLMHND KIQAVIDAGVCR 78.39 1328.72345 8.385492105 IMA1_HUMAN[288-299] 
AVIDSGVCRRLVELLMHND KIQAVIDSGVCR 72.85 1344.718369 1.535637534 IMA5_HUMAN[286-297] 
AVIFINTRRKVDWLTEKMH KLDTLCDLYETLTITQAVIFINTRR 93.15 2996.600479 7.192817378 IF4A1_HUMAN[259-283] 
AVLDSMGSGKKGQDVGAPN KLRDSMEQAVLDSMGSG 64.85 1822.855316 1.808152282 ZHX2_HUMAN[582-598] 
AVRNEVPEEKLYKVYTFNS KQDYQAVRNEVPEE 44.87 1703.811447 1.100473884 AT2B4_HUMAN[547-560] 
AYQEAFEISKKEMQPTHPI KKGIVDQSQQAYQEAFEIS 57.25 2168.074936 2.525742957 1433Z_HUMAN[138-156] 
CDEMDCTSQRCIIDNNNLL KINAEREQPVQCDEMDCTSQ 54.48 2437.030792 -0.955671142 ZCH11_HUMAN[755-774] 
CIDEIKQELKQDNIAVKAN KYISQCIDEIKQEL 40.94 1765.891998 2.596987814 AP3D1_HUMAN[34-47] 
CISINMLADKLNMTPEEAE KLNMTPEEAERWIVNL 38.35 1941.998184 4.880540094 EIF3E_HUMAN[359-374] 
CTDDVRLFAFVRFTTGDAM KYDGSTIVPGEQGAEYQHFIQQCTDDVRLFA 66.65 3571.667816 3.501165462 COTL1_HUMAN[30-60] 
DAVLEDIFKKNDHDGDGFI KSYQDAVLEDIFK 81.46 1554.792953 2.348222632 FKBP7_HUMAN[224-236] 
DAVNIVCHSKTRSNPENNV TRLQAQQDAVNIVCHS 56.91 1838.905731 2.127895919 PSMD4_HUMAN[24-39] 
DAYVLLSEKKISSIQSIVP KISSIQSIVPALEIANAHR 102.81 2046.158524 3.586232403 CH60_HUMAN[250-268] 
DDAMVDYFFQRQHGEQLGG QRQHGEQLGGGGSGGGGYNNS 59.25 2015.87941 -0.147826303 PUM1_HUMAN[86-106] 
DERKPEVTCTLEDKKLENE KMENEEQPQDERKPEVTC 44.92 2245.994308 -1.044971482 TCAL4_HUMAN[17-34] 
DFFNGRDLNKSINPDEAVA KLLQDFFNGRDLN 52.73 1578.81543 2.376465246 HSP71_HUMAN[348-360] 
DGKGDVTITNDGATILKQM KMIQDGKGDVTIT 52.34 1404.728271 2.244562215 TCPD_HUMAN[59-71] 
DGQTRPRVVKRGIDDNLDE KVIVQFQPSSVPDEWGTTQDGQTRPRVV 82.18 3153.620758 3.866666583 S23IP_HUMAN[397-424] 
DGRIFIGTFKAFDKHMNLI RCILQDGRIFIGTF 38.32 1694.892654 3.249763333 RSMB_HUMAN[18-31] 
DHLLEVEQSKDQMEKEMLE KAIQDHLLEVEQS 31.07 1508.783447 0.793354409 TPR_HUMAN[322-334] 
DIGAFVAEQKVEYTLGEES KVEYTLGEESEAPGQRALPSEELNRQLE 90.48 3171.568329 3.519709759 IF4G1_HUMAN[1422-1449] 
DIHSNTYNYKSTFSVEIVP RLISQDIHSNTYNY 46.47 1722.83252 2.678147728 NMD3_HUMAN[225-238] 
DIIRRFKASKFGSTRGAGT KFGSTRGAGTVFDAFPDQVAIQLNDTHP 58.37 2988.473022 4.560523016 PYGL_HUMAN[316-343] 
DILEDMYHAIKNEEIVMPE KGVNGGKDFEQDILEDMYHA 31.3 2265.037186 2.236607872 GBF1_HUMAN[859-878] 
DKEEMIGKLKEEIDLLNRD KEEIDLLNRDLDDIEDENEQL 83.1 2557.203079 0.814952875 PAWR_HUMAN[304-324] 
DKRKKMLALKDPVHTVSLQ KDPVHTVSLQQFIYE 50.89 1802.920303 2.345638902 IPO11_HUMAN[925-939] 
DLCMDLQNLKRVRDDLRFR KRCCLWIQDLCMDLQNL 51.84 2265.052658 5.141602319 PUR8_HUMAN[170-186] 
DLCYTDILFTEQERGVGIK KRYDQDLCYTDILF 44.91 1848.871628 5.638033405 U5S1_HUMAN[159-172] 
DLGVAFKISKEVLAGRPLF KEVLAGRPLFPHVLC 44.3 1734.960327 -1.000022867 HNRPU_HUMAN[435-449] 
DLSSCITQGKDAAVSKKAS KVRLQDLSSCITQG 36.57 1603.83519 1.056218251 PML_HUMAN[380-393] 
DNHEDGPTAKKLKTEQGGA KDQVTAQEIFQDNHEDGPTA 49.09 2242.013824 -0.65610657 KU86_HUMAN[545-564] 
DNLDFIQWFKKFYDANYDG KGRFQDNLDFIQWF 45.38 1812.89476 1.677979366 MARE2_HUMAN[141-154] 
DQDVDVKYFAQEALTVLSL KLTQDQDVDVKYF 37.12 1597.798798 1.986482906 2AAA_HUMAN[566-578] 
DRGLVVTDLKAESVVLEHR KSQFSDKPVQDRGLVVTDL 53.63 2131.12735 3.183291698 CHID1_HUMAN[37-55] 
DRPESSLVFKDTLRTPPRE KDKFSPFPVQDRPESSLVF 40.23 2222.137177 3.899399231 SRRM2_HUMAN[1184-1202] 
DSPFEGGTFKLELFLPEEY KAEPDESNARYFHVVIAGPQDSPFEGGTF 67.63 3164.483948 4.807734926 UBE2N_HUMAN[24-52] 
DTKVELETYKQTRQGLDEM KQTRQGLDEMYSDVW 40.52 1854.85704 4.535120399 RUFY1_HUMAN[390-404] 
DTSSVGPDRKLAEEEDLFD KSEPVKEESSELEQPFAQDTSSVGPDR 90.82 2975.399582 2.268938949 SAFB1_HUMAN[226-252] 
DVETGTQLEKLMENMRNDI KLMENMRNDIASHPPVEGSYAP 58.87 2455.162369 2.319602187 SND1_HUMAN[709-730] 
DVLPVNIYCKAMGTLLNTA KRLGIVWQDVLPVNIYC 44.28 2072.1241 6.251556072 ZW10_HUMAN[634-650] 
DVPGEEWSCSLCHVLPDLK HLDCHLPALQDVPGEEWSC 48.87 2261.983398 4.466876286 TIF1B_HUMAN[648-666] 
DVQHITRYLSSHGAVLAVL SSHGAVLAVLDLSFT 33.08 1515.79332 1.050934833 LRC6X_HUMAN[176-190] 
DVTSSVYFMKQTISNACGT KIKSQGQDVTSSVYFM 42.43 1816.902939 -0.47608487 UCHL3_HUMAN[72-87] 
DVVRFLEANKIEFEEVDIT KQQDVVRFLEAN 31.91 1445.762665 1.270609654 SH3L2_HUMAN[19-30] 
DYSTQGNVGKISLDQIDLL LLNHLSHSYTGQDYSTQGNVG 49.04 2290.061447 -2.330068482 PRI2_HUMAN[249-269] 
EAETRDQVKKLQLMLRQAN KQLQGIQIQEAETRDQVK 46.76 2111.133453 0.198945263 RABE1_HUMAN[541-558] 
EAEWKEKAIKELEEWYARQ KELEEWYARQDEQLQ 70.55 1963.927521 4.879507974 CLCA_HUMAN[141-155] 
EAGEEDTRLKASLLQLTRE KEQVHQGGVELQQLEAGLQEAGEEDTRL 99.47 3090.521759 -1.464477636 SPC24_HUMAN[70-97] 
EAGTEVVKAKAGAGSATLS KVDFPQDQLTALTGRIQEAGTEVVKA 75.05 2813.492325 6.009612982 MDHM_HUMAN[215-240] 
EALEEAVQMMTEAVEDLTT KQAAHTQEALEEAVQM 44.51 1782.85701 1.039903924 TLN1_HUMAN[1787-1802] 
EALRSVKAEIGQAIEEVNS QEALRSVKAE 35.16 1129.6091 0.3912858 KIFC3_HUMAN[397-406] 
EATSTSDILKVPKPEPIPE KVKEPSVQEATSTSDIL 46.77 1830.957458 -1.913752821 SRRM1_HUMAN[229-245] 
EAVGNIKVTKSPQKSTVLT KQKPMNVGLSETQNGGMSQEAVGNIKVT 67.72 2944.474625 2.073714593 DDX18_HUMAN[57-84] 
EDEPENDAKKIEALLNLPR KIEALLNLPRNPSVIDKQD 35.59 2162.205872 2.436863237 CC001_HUMAN[265-283] 
EDQIKNAIDKLFVLFGAEI KLGGSQEDQIKNAID 55.48 1614.821289 4.51752776 TALDO_HUMAN[71-85] 
EDYDRLRPLSYPDTDVILM KQVELALWDTAGQEDYDRLRPL 54.74 2615.334335 2.113305334 RHOA_HUMAN[51-72] 
EEGYSQYQRMLSTLSQCEF KWCNSGSQEEGYSQYQR 121.28 2105.886093 0.342373694 THOC7_HUMAN[36-52] 
EEKTSTATSKTQTRLEGEV KTQTRLEGEVTPNSLSTSY 41.83 2110.054214 0.615150071 ANKH1_HUMAN[1643-1661] 
EELAAAERAKRQAQQERDE KSMEAEMIQLQEELAAAERA 116.43 2247.087433 3.614011578 MYH9_HUMAN[1676-1695] 
EENELVILHLRQLCEAKQK KMKPVSDQEENELVILH 55.14 2008.029892 3.480525877 TBCD4_HUMAN[501-517] 
EEQKESEKMKSEEQPMDLE KSEEQPMDLENRSTANVLEETTVK 42.42 2747.328308 3.339608147 RSF1_HUMAN[244-267] 
EESDTCLGGKWSFDDVPMT KWSFDDVPMTPLR 43.82 1590.786453 2.469847535 BCCIP_HUMAN[279-291] 
EEYLDCLWAQIQKLKKDRW KPHPQEEYLDCLWA 30.72 1784.819183 2.807567314 NCBP1_HUMAN[221-234] 
EFLLLTLEQKNIAVETDVR KNIAVETDVRVN 47.58 1356.736115 1.759369397 ASHWN_HUMAN[34-45] 
EFLTTRTNEKVELQELNDR KVELQELNDRFA 70.52 1460.762314 0.826965474 DESM_HUMAN[109-120] 
EFSGYVQQVKYAMTRIKAA IIKIGRTHTQDAVPLTLGQEFSGYVQQV 55.61 3097.656052 4.877881775 FUMH_HUMAN[228-255] 
EGLARLPEMKPRAGTEIRF KSYQEGLARLPEM 42.49 1520.765671 -1.970717815 CT004_HUMAN[186-198] 
EISFGTTKDKMLVIEQCKN KLGFAGLVQEISFGTTKD 38.68 1910.014938 3.285838176 TCPE_HUMAN[352-369] 
EISQVNQHHKSGFNDNSVK KGAVLPQEISQVNQHH 66.42 1783.932922 -0.262902262 XRN1_HUMAN[1256-1271] 
EIYSQIQSKKKILATPPQE KKILATPPQEDAPSVDIANIRMPSLPSY 51.65 3050.611008 3.793994046 TKT_HUMAN[282-309] 
EKDKSHFTDKETGQEHELI KETGQEHELIESMPLLEWFANNY 42.51 2777.300629 5.09595535 ERF1_HUMAN[360-382] 
EKGPSVDWGKIQRPPEDSI KIQRPPEDSIQPYE 36.06 1698.857666 8.53396979 UGPA_HUMAN[77-90] 
EKLHQNICRKRALVAIGTH KRALVAIGTHDLDTLSGPFTYTA 30.41 2446.285629 2.135073655 SYFB_HUMAN[153-175] 
EKLIQYCQSKGIVVTAYSP KGIVVTAYSPLGSPDRPWAKPEDPSLLEDPRI 34.21 3502.845993 3.722116252 ALDR_HUMAN[203-234] 
EKQDFVQHFSQIVRVLTED SQIVRVLTEDEMGHPEIGDAIARL 40.85 2648.359177 2.731880201 FPPS_HUMAN[22-45] 
ELAELLEEEKLSCVPVLIF KRFEETGQELAELLEEE 81.8 2048.990173 3.05467546 ARL3_HUMAN[98-114] 
ELDFILSQQKELEDLLSPL KRLDQELDFILSQQ 74.37 1731.915527 3.722467926 NUP62_HUMAN[387-400] 
ELERELAQERSLQVPRSGD RVQELERELAQE 31.49 1498.773926 1.44651569 UBA5_HUMAN[11-22] 
ELLQEETRAKLALGSRVRA KELSSTEAQLHDAQELLQEETRA 84.02 2625.288147 0.634216096 MYH14_HUMAN[1325-1347] 
ELLRAAQENKHDSYIPCSE KNIQELLRAAQEN 30.59 1525.821198 2.36331754 GIT2_HUMAN[652-664] 
ELQEINRVYKEMYKTDLEK RTNQELQEINRVY 53.86 1661.848495 0.287029775 ANXA2_HUMAN[135-147] 
EMLIISHHPSLVAVQSGLW KGDVTDTEQLAQEMLIISHHP 59.93 2361.163452 1.482743601 GCN1L_HUMAN[657-677] 
EMLRMGIHIPDRDAAWELE KEFPQEMLRMGIHI 33.19 1743.880005 7.326765582 PHF7_HUMAN[211-224] 
EMPLVQELPLLKLGVNYLP ELQEMPLVQELP 34.9 1424.722092 1.867732672 TMC4_HUMAN[369-380] 
ENDEEAVQVKEQSILELGS KRDIQENDEEAVQV 74.01 1671.806366 1.534866748 PSD11_HUMAN[32-45] 
ENEIRGLCLKSREIFLSQP KNVQLQENEIRGLCL 75.97 1812.951584 1.847815479 PP1G_HUMAN[26-40] 
EQASQGLRHQVEQLSSSLK KQAQLAQTLQQQEQASQGLRH 31.5 2390.24144 -1.037552089 NUMA1_HUMAN[531-551] 
EQHPEEELIKTKQDEVNAA KLIQEQHPEEELI 52.54 1604.840942 0.816280272 SPTA2_HUMAN[214-226] 
ERDWVLNEFKHGKAPILIA KSQQERDWVLNEF 34.47 1677.811066 2.22194267 DDX5_HUMAN[375-387] 
ERLSQECPIKEVVLYVKEE KELQERLSQECPI 60.69 1628.819168 1.733771345 BZW2_HUMAN[260-272] 
ERQGFGELLQAVPLADSFR KNAGFTPQERQGFGELL 46.88 1890.958801 -1.145979489 APEX1_HUMAN[228-244] 
ESLNRPFSSKWSTANPSTV KWSTANPSTVAGRVSAGSS 76.37 1861.928238 3.058120009 CLAP2_HUMAN[338-356] 
ESRTEGEHSKEVIKPYDWT KEVIKPYDWTYTTDY 56.26 1920.914536 5.01219592 TIPRL_HUMAN[102-116] 
ESTRRIGDYKVKYGYTDID KVKYGYTDIDLLSAA 42.97 1655.877014 3.116173458 TAB1_HUMAN[247-261] 
ETLNEEDKAKIAKSKKKMR KLEAQETLNEEDKA 58.81 1616.789291 1.535141291 BAZ2A_HUMAN[668-681] 
ETYSKLLLEKTLLEEPSHQ KTLLEEPSHQHVTQETQA 38.61 2075.028336 0.296381495 CE350_HUMAN[668-685] 
EVSELQATYRLLRGKDVEF KKPSPQEVSELQATY 44.79 1703.872986 -0.482430326 TRIP4_HUMAN[474-488] 
EVTNNLEFAKELQRSFMAL KELQRSFMALSQDIQK 36.92 1921.009094 1.596556731 CAPR1_HUMAN[110-125] 
EVVTPNIFNSRLWMTSGHW KRGFQEVVTPNIFN 38.9 1647.873291 1.464311615 SYTC_HUMAN[366-379] 
EVYHKSMTLKEAIKSSLII KEAIKSSLIIL 40.53 1213.764526 2.189881104 PSA5_HUMAN[192-202] 
FADDMQEFTKFPTKTGRRS KKQIQFADDMQEFT 39.34 1727.818863 2.163999989 SAHH2_HUMAN[39-52] 
FEAQKIWYEHRLIDDMVAQ HRLIDDMVAQAM 46.06 1398.674774 2.709707839 IDHC_HUMAN[248-259] 
FEDELHPDLKFTGAGILAM KQFEDELHPDL 49.95 1369.651382 2.197639516 PPIL1_HUMAN[80-90] 
FENLDQQLRKLHVSVEALV KQQQFENLDQQLR 66.82 1673.848511 2.318608867 SNX2_HUMAN[309-321] 
FGEMGGKFMKSQGLSQLYH KSQGLSQLYHNQSQGLLS 50.81 1987.012283 0.50377142 IF4G2_HUMAN[431-448] 
FGHSCCLRAKIDMSSNNGC KIDMSSNNGCMRDPTLYRC 38.32 2317.007156 0.890804327 SYEP_HUMAN[341-359] 
FGNKYIQQTKPLTLERTIN KPLTLERTINLYPLTNYTFGTKEPLYE 68.67 3213.696121 5.984386599 CPSF5_HUMAN[29-55] 
FGVLSPDELKRMSVTEGGI KRVQFGVLSPDEL 37.08 1486.814377 -0.297952459 RPB1_HUMAN[19-31] 
FGVVMSSVKMLQPRLSSIL MLQPRLSSIL 30.66 1156.663788 7.708376533 DIAP2_HUMAN[789-798] 
FHVQPQPQPKPQVQLHVQS KPQVQLHVQSQTQPVSLANTQPRGPPASSPAPAP 84.2 3512.848816 2.108260386 ZYX_HUMAN[231-264] 
FIGYPITLFVEKKRNKQVS KHSQFIGYPITLF 50.97 1549.8293 2.848055589 HS905_HUMAN[39-51] 
FIMIGSEDGKIHVWNGESG KIHVWNGESGI 37.36 1238.640762 0.952657168 WDR82_HUMAN[262-272] 
FIYILGNRSKQHLRLVFDE KWGTDEAQFIYILGNRS 90.02 1997.000656 3.569352859 ANXA6_HUMAN[191-207] 
FIYSGCSTGKVVVYDLLSG KVVVYDLLSGHIVK 57.03 1568.929016 0.985385562 WDR23_HUMAN[464-477] 
FKAQGRIYGKLKEENFFGP KLKEENFFGP 37.75 1207.623703 -1.274403605 IF2B1_HUMAN[473-482] 
FLADTERFYTRESTEFLQQ KESFESQFLADTERFY 65.41 1995.921402 6.217679708 CUL1_HUMAN[229-244] 
FLESNPWVEKVIYPGLPSH KVIYPGLPSHPQHELV 48.12 1812.988647 2.881981643 CGL_HUMAN[288-303] 
FLGDEETVRKAMEAVAAQG KPIKPMQFLGDEETVR 85.25 1886.992401 3.042407588 PGAM1_HUMAN[225-240] 
FMNHPWINQSMVVPQTPLH KTDPTERLTITQFMNHPWINQ 42.64 2569.274734 2.498370421 MAPK3_HUMAN[286-306] 
FNSMEPNKQKNVSEELDRT KNVSEELDRTPPEVS 50.63 1698.842422 1.34326761 SF3B3_HUMAN[1191-1205] 
FQQGKLLACIASRPGQCGR IASRPGQCGRADGYVLEG 38.87 1904.91629 0.547005664 RS8_HUMAN[175-192] 
FRNLADCLQKIRDMITEAS KIRDMITEASQTP 31.92 1488.760605 1.389746607 ICT1_HUMAN[153-165] 
FTSAGENFDKLLAGKLRET KEKEDDVPQFTSAGENFD 59.61 2054.906891 1.636570501 AMPL_HUMAN[43-60] 
FVDWCPTGFKVGINYQPPT KRTIQFVDWCPTGF 47.22 1753.861038 2.088534907 TBA1A_HUMAN[338-351] 
FYSKAKTYWKQIPPTVDGM KQIPPTVDGMLGGYGHISSIDINSSR 45.24 2741.380661 4.060362779 ME11A_HUMAN[21-46] 
GADAVGLEEKIKQHLENDP KVRIDQYQGADAVGLEE 81.82 1889.948288 3.706979733 TXNL1_HUMAN[85-101] 
GAGGNGNVLKELSDPAGAI KGNPICSLHDQGAGGNGNVL 45.06 2006.959229 2.054351648 PUR4_HUMAN[507-526] 
GAHISHIAQQVSSLSESEE KSTTSETAPQPGSAVQGAHISHIAQ 53.72 2502.246277 0.641024033 ATF1_HUMAN[6-30] 
GAKPQVQPQKRKPKTGILM KSGAAAAAVTTETAQHAQGAKPQVQPQ 70.04 2645.352127 -1.937360228 HEMH_HUMAN[37-63] 
GALGVEVRAKDQDILDLVG KDQDILDLVGVLHDPETLLR 47.72 2288.23761 3.554263755 HEM3_HUMAN[227-246] 
GATEKSPEDKVQIAANEET KVQIAANEETQEREEQM 76.57 2031.953079 2.655080994 NASP_HUMAN[455-471] 
GEAEEDSQGKEGPSGSGDS KEGPSGSGDSQLSASSRSESGRM 78.89 2296.034943 -0.587970146 TF3C1_HUMAN[742-764] 
GEATLSVARRALAAQLPVL RALAAQLPVLPRSEVTFLAPVTRPD 41.5 2716.538803 4.100070276 FAH2A_HUMAN[82-106] 
GEEVFQSLSKILDVASLEV KILDVASLEVLNEVNRRSL 60.82 2167.232422 3.386807952 GCN1L_HUMAN[2634-2652] 
GEKDALHSEKQQIATEKQD KLQDLQGEKDALHSE 44.37 1709.858398 -1.488427348 DIAP1_HUMAN[503-517] 
GESSSEHFLKQLLGHMEDL KQLLGHMEDLEGDAQSVLDARELGMEERPYS 37.15 3515.666031 2.619418318 ARHL2_HUMAN[213-243] 
GETPLTMLQSQVPNIVKAL KQTRPVQSWLCDPDAMEQGETPLTMLQ 57.46 3158.48349 7.861684279 CAND1_HUMAN[403-429] 
GFVPAAYVKKLDPAQSASR KVEVNDRQGFVPAAYVK 61.95 1919.026489 0.178736459 SPTA2_HUMAN[1006-1022] 
GGSPTPFDRNFATKMGAKA KNVLGHMQQGGSPTPFDR 63.75 1967.963593 2.571185777 K6PF_HUMAN[656-673] 
GGTNEQWQMSLGTSEDHQH SLGTSEDHQHFTCTIWRPQG 85.56 2356.065506 5.605107314 CS010_HUMAN[80-99] 
GHERSITQIKYNREGDLLF MKPILLQGHERSITQI 56.33 1863.040009 -1.371414456 EIF3I_HUMAN[1-16] 
GHPSQFSGRKIMKFIVSID KDTYEETGLQGHPSQFSGR 101.18 2135.987213 1.343172835 RPP40_HUMAN[61-79] 
GIADDYDKKKLVKAFKKKF KTLTTVQGIADDYDKK 85.73 1794.93634 -1.725409381 EIF1B_HUMAN[42-57] 
GIIPLAPISKSLWTCSVES KNRTQGIIPLAPIS 37.05 1506.888184 2.574842673 CL011_HUMAN[35-48] 
GINPISRLAQIQQAKKEKE KPIVKPQTSPEYGQGINPISRLA 41.63 2492.375076 -0.535633666 STAU1_HUMAN[270-292] 
GKGDSEHKRKKVEAQLQEL KKVEAQLQELQV 48.25 1411.803452 -1.048304562 MYH9_HUMAN[1248-1259] 
GLISAAQYYKSCRDLLGEN KSCRDLLGENFQ 48.31 1465.698349 2.321760137 ZN598_HUMAN[797-808] 
GLRTIGVITKLDLMDEGTD KEVDPQGLRTIGVIT 31.28 1624.914825 1.616700125 DYN2_HUMAN[191-205] 
GLSTALSVEKTSKRGGKII KHEQGLSTALSVE 42.68 1397.715042 -0.951553042 SPF45_HUMAN[256-268] 
GNHFTVVLRNITGTDDQVQ KLGELQGNHFTVVLR 34.05 1709.957687 0.73393629 PUS7_HUMAN[336-350] 
GPNRSTTVRLLCGKETMVT KYEQGTGCWQGPNRSTTVR 51.44 2224.044357 -0.151076124 GLU2B_HUMAN[464-482] 
GQSELILLQKVQEYCYDNI KVQEYCYDNIHFM 34.9 1745.75415 1.799795235 BZW2_HUMAN[345-357] 
GQSELTLLLKIQEYCYDNI KIQEYCYDNIHFM 40.19 1759.769791 2.262227719 BZW1L_HUMAN[203-215] 
GRTCGPEHSKGGGRVDEGP KVEEEGSPGDPDHEASTQGRTCGPEHS 63.69 2892.221664 -0.367191773 OGFR_HUMAN[309-335] 
GSATVGLKSKTHAVLVALK KQGSATVGLKS 60.14 1074.603317 -1.093426738 PSA1_HUMAN[30-40] 
GSQQTQPPQKHYGITSPIS KHYGITSPISLAAP 43.44 1453.792892 2.469402636 PAPOA_HUMAN[18-31] 
GSSPEPELLRSQEPRAVGT EPFDPFELGQGSSPEPELL 38.37 2086.973511 -6.339323394 FA59B_HUMAN[812-830] 
GTKIASDGLKGRVFEVSLA KGRVFEVSLADLQNDEVAF 35.36 2136.085129 0.502320804 RS3A_HUMAN[63-81] 
GTSEENTFYSWLEGLCVEK KRPLNPLASGQGTSEENTFY 53.74 2208.081085 3.790168784 ERO1A_HUMAN[215-234] 
GTVIHFNNPKVQASLAANT KKLGVNNISGIEEVNMFTNQGTVIHFNNP 69.57 3213.624069 4.245673952 BTF3_HUMAN[93-121] 
GVQTSSPACKQEKDDKEEK KRGPEVTSQGVQTSSPAC 68.16 1887.910889 1.342754054 ATX2_HUMAN[874-891] 
GVRGIGRVFKNALQEAEAR KNALQEAEARF 46.88 1275.657104 1.795153253 NSD2_HUMAN[959-969] 
GVVDIPFRSKGMSRLGEEV KGMSRLGEEVNGEATESQQ 47.34 2048.943268 -0.930235615 EXDL2_HUMAN[170-188] 
HAAPSPVQHQAGQAPHLGS TQLHAHQPQPATTPTGSQPQSQHAAPSPVQH 54.28 3263.582062 -0.92597641 ATX2L_HUMAN[866-896] 
HCEELIQQYNRAEDSICLA KALQHCEELIQQY 36.71 1658.808609 2.329985496 WAPL_HUMAN[886-898] 
HDSQELLSFLLDGLHEDLN LLDGLHEDLNRVK 48.9 1520.83107 -0.746960016 UBP11_HUMAN[365-377] 
HFWCLPVIKKRVVVEPVGP KRVVVEPVGPVGF 32.53 1381.808197 2.125475885 RM37_HUMAN[394-406] 
HGSLFLQTPKIVADKDYSV KIVADKDYSVTANS 75.9 1509.767471 0.378203936 LDHB_HUMAN[77-90] 
HGSLFLRTPKIVSGKDYNV KGEMMDLQHGSLFLRTP 101.77 1958.970627 2.764206837 LDHA_HUMAN[59-75] 
HIQDIVVHYTFNKVLMLQE KNLVEQHIQDIVVHY 53.97 1833.973724 1.597623762 RPN1_HUMAN[414-428] 
HKKCQEANQKIQELQASQE KIQELQASQEARADHEQQI 47.5 2221.108673 -0.171085731 MD1L1_HUMAN[207-225] 
HPEEELIKTKQDEVNAAWQ KQDEVNAAWQRL 84.72 1456.742249 2.11636616 SPTA2_HUMAN[229-240] 
HQLAVTAYLKNSRKEHQRI KEEQHQLAVTAYL 37.82 1528.788528 2.324716555 EIF3A_HUMAN[546-558] 
HQQVRQIRKKMMEIMTREV KMMEIMTREVQTNDL 47.99 1837.873596 2.740123157 RS3A_HUMAN[167-181] 
HSYSEEEKYAFVNWINKAL KEGICALGGTSELSSEGTQHSYSEEEKY 81.59 3075.361465 3.256852931 PLST_HUMAN[97-124] 
HVIETLIGKKQQISLATQM KQQISLATQMVRM 71.13 1532.816681 2.670247558 TCPE_HUMAN[514-526] 
HVVEAVRQEKQELYGKLRS QSYENVSNEAERIQHVVEAVRQE 32.78 2713.305542 4.437391887 GOGB1_HUMAN[1620-1642] 
HWDFTAEDLKDLGEIGRGA KDLGEIGRGAYGSVN 35 1534.773956 -1.545504464 MP2K4_HUMAN[103-117] 
HYQDTLIRAKREKAQEIQD KLEGVLAEVAQHYQDTLIRA 91.64 2253.2117 4.51932679 IQGA1_HUMAN[567-586] 
HYWDVLVQAFVQNGTVSTN KNDVVQHYWDVLVQA 32.84 1812.915894 4.495520188 LAMP2_HUMAN[161-175] 
IAKLMVELSKSQDDEIGDG KSQDDEIGDGTTGVVVLAGALLEEAEQLLDRGIHP 43.17 3644.853348 5.658389524 TCPE_HUMAN[96-130] 
IDGQEITATAVLAPWPRPP KHMDGGQIDGQEITAT 80.89 1699.783554 -0.364752323 RNPS1_HUMAN[221-236] 
IDKSGSWAAIYQDIRHEAS IYQDIRHEASDFPCRVA 51.76 2075.984695 -1.465810421 PTN1_HUMAN[19-35] 
IDQFLVVARAVGTFARALD KVWDPDNPLTDRQIDQFLVVAR 32.54 2624.371094 4.008198392 MTA2_HUMAN[177-198] 
IEMLEAEHLKHLNSILVLD KELHVGENQIEMLEAEHL 53.9 2118.041504 6.731690561 LRC40_HUMAN[268-285] 
IENVLRRYIKEYVTCHTCR KEYVTCHTCRSPDTILQ 49.5 2106.982666 1.782643996 IF2BL_HUMAN[270-286] 
IFSTPRYHPKSQPFVDHVF KELLIQIFSTPRYHP 45.39 1841.019928 1.756634978 BXDC2_HUMAN[182-196] 
IKEVITFREKNRGSKLFNH KLSDLLAPISEQIKEVITFRE 67.11 2428.357681 2.792834043 CAP1_HUMAN[100-120] 
IPMGLEGNFKGIVDLIEER KLNHNAAFMQIPMGLEGNF 32.37 2131.034271 4.697718913 EFG1_HUMAN[193-211] 
IPTKPRVPGKLQELASPPA KLQELASPPAGRPTPAPR 46.14 1885.053345 -1.158587902 MILK1_HUMAN[289-306] 
IQHLQEQARKVLEDAHRDA KLTVIAEQIQHLQEQAR 83.93 2004.111588 2.496866956 CA050_HUMAN[77-93] 
IQNQLEEMLKSFHNELLTQ KSFHNELLTQLEQ 40.14 1585.809998 2.562728199 BAIP2_HUMAN[95-107] 
IQVRPFNALKTKNMRNLNP DRYPDSILEHQIQVRPFNAL 62.69 2410.239319 3.660632341 MCM4_HUMAN[247-266] 
IRAIMDKKANIRNMSVIAH NIRNMSVIAHVDHG 35.13 1561.778336 -0.033935674 EF2_HUMAN[18-31] 
IRELREKSEKFAFQAEVNR KFAFQAEVNR 62.85 1208.630188 3.702538663 ENPL_HUMAN[75-84] 
IRFSNISAAKAVADAIRTS KAVADAIRTSLGPKGMD 80.9 1728.919235 2.006455785 TCPD_HUMAN[42-58] 
IRGALAEARKIAELCDDPK KIDAAQNWLADPNGGPEGEEQIRGALAEAR 92.29 3175.56459 4.497782865 VINC_HUMAN[387-416] 
IRLWGLEAQKRLRASRVLL KEEAGGGISEEEAAQYDRQIRLWGLEAQ 71.61 3132.511154 3.92592377 SAE1_HUMAN[4-31] 
IRQRESDITKERIQKILAT KLGVQVVITDPEKLDQIRQRESDIT 35.64 2879.571625 2.686510706 TCPA_HUMAN[247-271] 
ISEYKFKLSKAEQDITTLE KAEQDITTLEQSISRLEGQVLRY 39.69 2676.408218 2.557158491 LRRF2_HUMAN[639-661] 
ISLATQMVRMILKIDDIRK KQQISLATQMVR 40.44 1401.776199 3.848688545 TCPE_HUMAN[514-525] 
ITEHYSTCIKLSTENKITT KFTNTQITEHYSTCI 63.21 1841.861801 2.047384879 CND2_HUMAN[101-115] 
ITVNDLPVGRSVDETLRLV RSVDETLRLVQA 33.08 1385.762665 1.940447717 PRDX1_HUMAN[151-162] 
IVEMCYQRTKNFDKLSFLY KLGEVALLQGNHQIVEMCYQRT 44.05 2586.304642 2.973740941 COPA_HUMAN[676-697] 
KALCAEFKMKMKPDIVCIP KMKPDIVCIPDDADMGTADSLRYIYP 48.09 2983.412933 4.742555026 EI2BG_HUMAN[70-95] 
KALDLDSSCKEAADGYQRC KEAADGYQRCMMAQY 58.68 1820.764374 1.746519234 STIP1_HUMAN[462-476] 
KAVDSQILPKIKAIPQLQG KIKAIPQLQGY 48.14 1257.744476 0.292587252 RL6_HUMAN[260-270] 
KCEAVGKFTKAMDDGVKEL KAMDDGVKELLTVGQEHW 84.45 2055.009521 3.372733766 SNX9_HUMAN[407-424] 
KDCTKVKCYRCGETGHVAI RCGETGHVAINCS 57.26 1459.629639 -1.353082965 CNBP_HUMAN[139-151] 
KERETPPRFAQHGTFEYEY AQHGTFEYEYSQRW 48.07 1800.785583 0.899052067 SFPQ_HUMAN[481-494] 
KHSQEGMVFTRFLDTLLEE TRFLDTLLEELHL 42.4 1598.866791 4.585122439 RPAP2_HUMAN[581-593] 
KILDDLFLHTLCDYIYELA KILDDLFLH 49.77 1112.622986 2.225371964 SYRC_HUMAN[587-595] 
KKDRVAQKKASFLRAQERA ASFLRAQERAAES 31.66 1434.721497 -0.777851313 RL5_HUMAN[285-297] 
KKELSDIAHRIVAPGKGIL RIVAPGKGILAADESTGSIA 75.7 1925.058167 0.77763884 ALDOA_HUMAN[22-41] 
KKLIELQAGKKSLEDQVEM KKSLEDQVEML 36.64 1318.680222 2.168835137 GLU2B_HUMAN[166-176] 
KKRVAFNVSKMLSGIGAEG KMLSGIGAEGEARSY 95.8 1567.766403 5.479770445 CAF1B_HUMAN[211-225] 
KKSYLERSVKEAEDNIREM KEAEDNIREMLMA 31.79 1548.727554 1.54836788 PFD1_HUMAN[106-118] 
KLNVSHNKLKILPEEITNL KILPEEITNLRNL 35.16 1551.898392 2.055546946 LRC40_HUMAN[141-153] 
KNHVGKPLLKMDLNSEQAE KMDLNSEQAEQLERINDALSCEYECR 68.84 3200.417191 2.728394293 FA98B_HUMAN[196-221] 
KPQAERKEEKKAAAPAPEE KKAAAPAPEEEMDECEQALAAEP 43.69 2484.114777 2.481769384 EF1G_HUMAN[252-274] 
KQLEKGRRLRQLQQLQQLR RQLQQLQQLRDSGE 55.84 1697.880875 7.266116358 SNUT1_HUMAN[510-523] 
KRAAGGGSYKGHVDILAPT KGHVDILAPTVQELAALE 49.92 1903.041458 3.727717003 DDX1_HUMAN[702-719] 
KTVDGPSGKLWRDGRGALQ LWRDGRGALQNIIPASTGAA 51.89 2066.102097 3.212329153 G3P_HUMAN[195-214] 
KVMVKGGTLKDDDWGNIKI KDDDWGNIKI 33.63 1202.59314 1.19076016 UBP14_HUMAN[54-63] 
KVQLEERVVKLRHSEREMR KVQLEERVV 52.29 1098.639694 1.154154549 SMC4_HUMAN[797-805] 
KVVWVEESDKRSFLLDLLN KRSFLLDLLNATG 48.34 1446.819443 3.869867817 DDX3X_HUMAN[427-439] 
KWWHTGALYRIGDLQAFQG RIGDLQAFQGHGAGNLAGL 66.17 1893.980942 0.31679305 4F2_HUMAN[125-143] 
LADLHLDNKKLGEMRLKEA KLGAQLADLHLDNK 86.75 1534.84671 1.70831392 KT3K_HUMAN[102-115] 
LAEEARAFNRIYVASVHQD KVGRPSNIGQAQPIIDQLAEEARAFN 82.55 2821.483444 4.943853217 PUF60_HUMAN[201-226] 
LAIDTEERLKGVIDLIFEK KQVTQLAIDTEERL 44.46 1642.888977 1.208237457 IF4G1_HUMAN[782-795] 
LAKETDKYIKEFGSLPTTP KEFGSLPTTPSEQRQR 52.54 1859.948959 1.528536569 STX7_HUMAN[71-86] 
LAKGDFGTQKEAAWAISNL KEAAWAISNLTISGR 87.4 1615.868164 2.326922508 IMA3_HUMAN[386-400] 
LAMSHLNGHKLHGKPIRIT KENALVQMADGNQAQLAMSHLNGH 86.59 2576.222351 2.333261334 PTBP1_HUMAN[374-397] 
LAREKKLYANMFERLAEEE NMFERLAEEENKA 49.83 1579.729996 0.903951943 FKBP4_HUMAN[413-425] 
LARPSDANRKEMLFGSLAR KEMLFGSLARPGHPMG 55.29 1726.8647 -0.693742828 NRDC_HUMAN[325-340] 
LDDEDGLPEKLAQKNPMYQ KAFERCSEGVFLLTTTPRPVIVEPLEQLDDEDGLPE 57.76 4099.045975 1.08732618 SFPQ_HUMAN[426-461] 
LDDEEGLPEKLVIKNQQFH KALDRCSEGSFLLTTFPRPVTVEPMDQLDDEEGLPE 60.32 4090.950363 4.169691266 NONO_HUMAN[203-238] 
LDEEEGARQKLQLEKVTAE KMQAHIQDLEEQLDEEEGARQ 97.87 2496.155029 0.153435983 MYH10_HUMAN[947-967] 
LDIIIHSLKKCDISLQFFL KSQLDIIIHSLK 52.84 1393.829269 -1.368173307 KU86_HUMAN[144-155] 
LDLRVQELIKLICNVQAME KSPLKPESQLDLRVQELI 39.25 2092.189163 4.616695359 PARP2_HUMAN[225-242] 
LDPTASISAKVNNSSLIGV KVNNSSLIGVGYTQTLRPGVKL 60.64 2343.327423 2.781941583 VDAC2_HUMAN[247-268] 
LDPVNERMLNMIRQISRPS NMIRQISRPSAAGINL 44.51 1739.946426 1.65867176 DHX9_HUMAN[1133-1148] 
LDVTTSEYEKEKLNERLAK KRIQEIIEQLDVTTSEYE 116.23 2193.116455 -0.269935506 CH60_HUMAN[369-386] 
LEIKEVHIEKNDAETLQKC KETEQLEIKEVHIE 37.53 1723.899185 1.813911177 CND3_HUMAN[537-550] 
LEQLQREYSKLKASCQESA KELLQEQLEQLQREYS 74.81 2033.042877 2.073246978 NEMO_HUMAN[326-341] 
LEQVYIRGSKIRFLILPDM SNITVTYRDGRVAQLEQVYIRGS 38.66 2624.36705 2.897079507 SMD3_HUMAN[44-66] 
LEVDRLEELKMQNMKKVIE KALQLEVDRLEEL 39.76 1554.861679 2.265796403 PRC1_HUMAN[273-285] 
LEYRFETVQKLRFGIYDID KLRFGIYDIDN 37.84 1352.708832 3.067918167 CPNE1_HUMAN[73-83] 
LFGAAGVMAIEHADFAGVE IEHADFAGVERL 56.34 1355.68335 1.690660286 TCPB_HUMAN[312-323] 
LGDSPFYPGKTTYGGAAAA KTTYGGAAAAVRQS 44.42 1379.715714 -0.552287687 NU153_HUMAN[263-276] 
LGVGSGNLRFADETAMLEK FADETAMLEKLK 30.63 1394.711517 -5.609762237 U566_HUMAN[89-100] 
LHGKGSQDPSTKVHIKALQ KHLKKMQLHGKGSQDP 31.26 1830.988647 8.84440219 T2R44_HUMAN[204-219] 
LHIGFQALHQFCAQHGRPP FSRPAQLHIGFQALH 35.21 1720.916153 2.132585015 UBA1_HUMAN[323-337] 
LICEAYHLMKDVLGMAQDE KMVHNGIEYGDMQLICEAYHLM 59.94 2651.200424 3.487853999 6PGD_HUMAN[184-205] 
LIDDHFLFDKPVSPLLLAS KPVSPLLLASGMARDWPDARG 55.2 2236.178635 2.739047724 KCRB_HUMAN[196-216] 
LIGIQDGYLSLLQDSGEVR KRNDFQLIGIQDGYL 49.13 1778.931519 2.109693352 IF5A1_HUMAN[85-99] 
LKHMSVSSIKQAVDFLSNE KQAVDFLSNEGHIYSTVDDDHF 49.27 2536.150665 3.366519236 RFA2_HUMAN[243-264] 
LKPDVVITEKGISDLAQHY KGISDLAQHYLMR 81.78 1530.797653 1.548865714 TCPG_HUMAN[294-306] 
LKVVEDGILKLRNAGNEQD KLRNAGNEQDLGIQY 61.12 1717.87471 0.792840125 CTNA1_HUMAN[163-177] 
LLEDVQAALKPFSVKLNET KRPEAAQLLEDVQAAL 70.72 1750.957703 5.247985137 SYCC_HUMAN[118-133] 
LLEQPQAEAKVNGTTVSSP RLRQLLEQPQAEA 33.78 1550.852844 1.437918503 DMD_HUMAN[3592-3604] 
LLESVLQELKGLQEFLDRN KSGNREITAIESSVPCQLLESVLQEL 71.83 2899.496048 5.391971481 NU155_HUMAN[689-714] 
LLNQPVSWCKVEAMALKPD KIKGPCWLEVKSPQLLNQPVSWC 32.36 2766.434937 2.94096922 DPOLA_HUMAN[492-514] 
LLQLVEPFGVISNHLILNK KNLRYQLLQLVEPFG 35.39 1817.019928 5.275671363 MATR3_HUMAN[409-423] 
LLVSLKNHHKTVTCLCLSS KTVTCLCLSSSGQRLLSGSLDR 87.96 2437.24173 1.59647685 UTP15_HUMAN[249-270] 
LMQLYSARQRRRLNRGLRR KFTYRGVDLDQLLDMSYEQLMQLYSARQ 95.93 3410.663864 4.643670743 RS15_HUMAN[14-41] 
LNLENVVGDKVFGSFAENL KEITRQLNLENVVGD 31.63 1726.921341 2.769668708 ORC4_HUMAN[112-126] 
LNRRFQFLQKARALLDLCA KARALLDLCAAPGGWLQ 44.93 1838.982498 2.530747305 RRMJ3_HUMAN[44-60] 
LPNGNLVQFSQAVSNQINS SQAVSNQINSSGHYQYHTVH 60.59 2256.030807 0.206114207 S20A1_HUMAN[363-382] 
LPPNGDPNFKLFIIRGSPQ KLFIIRGSPQQIDHA 34.26 1721.957672 -0.104532186 FUBP2_HUMAN[473-487] 
LQAEQAAAEKRHREELEQS KHLCQQLQAEQAAAE 43.39 1723.831131 1.004158684 NUMA1_HUMAN[1364-1378] 
LQEKLYVPVKEYPDFNFVG KEYPDFNFVGRILGPRGLTA 35.27 2249.195679 4.673670725 QKI_HUMAN[91-110] 
LQHSTNQLAKETNELLKEL KLQENLQQLQHSTNQLA 39.21 1992.038818 1.824261639 STX12_HUMAN[58-74] 
LQQLRDSGEKVVEIVKKLE RQLQQLQQLRDSGE 55.84 1697.880875 7.266116358 SNUT1_HUMAN[510-523] 
LQVQMENTLKEQKELKKSL KHQLQVQMENTL 42.87 1467.750381 -0.115142195 EEA1_HUMAN[898-909] 
LRCVQQTIETIEENIGWMD SQLRCVQQTIE 33.36 1360.676895 5.613382595 ERAP1_HUMAN[903-913] 
LRDISSIGLKTVIGELPPA KEQLRDISSIGL 46.04 1357.7565 1.755837663 CAND1_HUMAN[99-110] 
LRKEGNELFKCGDYGGALA KCGDYGGALAAYTQALGLDATPQDQAVLHR 65.68 3159.540741 4.728535324 UN45A_HUMAN[33-62] 
LRKGANEATKTLNRGISEF KTLNRGISEFIVMA 33.85 1577.859924 3.7316367 NH2L1_HUMAN[44-57] 
LSERPACVKKDYSNFMASL KQNTTLGATQLSERPACVK 60.62 2101.094971 -2.283571217 PI4KA_HUMAN[1057-1075] 
LSHQDLQLVKGAMAATYSA KLPQSQLSHQDLQLV 36.44 1732.947174 2.705795116 KS6A1_HUMAN[680-694] 
LSVAEITNACFEPANQMVK KAYHEQLSVAEITNA 43.21 1672.84201 3.139567257 TBA1A_HUMAN[280-294] 
LTAMSSVLAKALEVIKPAH KALEVIKPAHILQE 53.81 1587.934784 1.843904441 EIF3A_HUMAN[532-545] 
LTEEAREGIKQLLKQGSVQ KEQLTEEAREGI 60.65 1401.70993 1.308401946 DJB11_HUMAN[328-339] 
LTEEQIAEFKEAFSLFDKD KEAFSLFDKDGDGTITT 52.52 1843.883987 3.918359317 CALM_HUMAN[14-30] 
LTSTIMREPKRLRPEDSFM SREQTLHTPVMMQTPQLTSTIMREP 55.39 2911.43541 3.177813929 STAG2_HUMAN[1105-1129] 
LTTDLNSMEKSFSDLFKRF KEKDQLTTDLNSME 48.8 1650.777039 3.571045551 TACC3_HUMAN[706-719] 
LVAEQVTYQRNRFGAQQDT RNRFGAQQDTIEVPE 33.8 1758.864899 0.662359002 MCM2_HUMAN[848-862] 
LVEALCGFQKPISTLDNRT KPISTLDNRTIVITSHPGQIV 51.95 2288.285233 1.074603797 DNJA1_HUMAN[275-295] 
LVRQLLDDHKDVVTLLAEG KDVVTLLAEGLRESR 38.34 1684.947159 3.117605185 BCKD_HUMAN[163-177] 
LWYDQDYARFESPPKTQPT FESPPKTQPTEDNK 32.15 1616.768204 -4.794131887 DNMT1_HUMAN[876-889] 
LYNIYAKHTKQSLQVIESA KQSLQVIESAMERDRYMSPMEAQEFGILD 34.98 3400.610092 5.896294917 CLPP_HUMAN[214-242] 
LYVLGHEAMKRLQTSSVLV KRLQTSSVLVSGLRGLGVEIA 66.4 2182.279739 1.852649744 UBA1_HUMAN[68-88] 
MADGNQAQLAMSHLNGHKL KKENALVQMADGNQAQL 83.43 1856.941406 0.11739735 PTBP1_HUMAN[373-389] 
MARYGQLSEKVSEQGLIEI KVSEQGLIEILK 60.8 1355.802383 2.670743204 PDCD5_HUMAN[86-97] 
MDGDNTTHPKNAPESKKGS MRASEQMDGDNTTHP 51.4 1688.688263 -1.161256369 GPTC8_HUMAN[1-15] 
MESQTGEASKLPYDVTPEQ KLPYDVTPEQALAHEEVKT 32.51 2167.116074 2.407808268 IQGA1_HUMAN[1111-1129] 
MKEDGACLFRAVADQVYGD RAVADQVYGDQDMHEVVR 86.82 2086.985443 1.020131696 OTUD5_HUMAN[227-244] 
MLENQMEVRKKEIEELQSQ KQQMLENQMEVR 66.66 1532.743896 1.178279036 SPTB2_HUMAN[1421-1432] 
MLNSMQDPFGGNPFTALLA GGNPFTALLAGQV 36.57 1243.656097 6.478479074 UBQLN_HUMAN[290-302] 
MNASGPIKEKMGIFKILEN KDLELLLDRSDLIDQMNASGPIKE 55.87 2712.400345 6.35120108 HELLS_HUMAN[795-818] 
MRANVGKLLKGIDRYNPEN KGIDRYNPENLATLERYVETQA 51.36 2579.297928 1.067732413 EIF3K_HUMAN[16-37] 
MRLLPLRQKKAHLMEIQVN KAHLMEIQVNGGTVAE 36.17 1695.861389 3.256752017 RL3_HUMAN[177-192] 
MVKFAANINKESIVDVEGV KESIVDVEGVVR 60.35 1328.72998 1.98836486 SYDC_HUMAN[110-121] 
NASTAMLMAASVARKAVVL ASVARKAVVLP 30.93 1109.692062 -7.253363591 ZN687_HUMAN[417-427] 
NDAGVRIQFKPDDGTTPER KIQNDAGVRIQF 64.27 1387.757187 2.663290116 FUBP1_HUMAN[300-311] 
NEELGLNDMKTEGYEAGLA KRTFDQNEELGLNDM 64.65 1808.836288 -0.411314172 ZPR1_HUMAN[432-446] 
NEQPTGTCAACITGDNRSL AHVDAHYYEQNEQPTGTCA 43.64 2189.907242 2.20602951 ADK_HUMAN[123-141] 
NFLLESNLGKKKYETEFHP KSHYADVDPENQNFLLESNLG 69.16 2389.118591 3.847862569 S38A2_HUMAN[38-58] 
NFTPSVIFQKVVNVANVGA KVVNVANVGAVPSGQDNIHR 84.07 2073.107941 -2.006166644 AP3B1_HUMAN[1025-1044] 
NGDLVEELKKLGIHSALLD KLGIHSALLDE 42.35 1194.660812 -0.6763426 GLRX5_HUMAN[140-150] 
NGFTADDINKVVLCGGSSR KCIEAIRGLLDQNGFTADDIN 67.29 2362.158691 2.929523756 HSP7E_HUMAN[310-330] 
NHLFEQYREKRPEAAQLLE KRPEAAQLLEDVQAAL 70.72 1750.957703 5.247985137 SYCC_HUMAN[118-133] 
NIDCGGGYVKLFPNSLDQT KLFPNSLDQTDMHGDSEYNIMFGPDICGPGTK 77.17 3583.605804 4.238468412 CALR_HUMAN[111-142] 
NLDALLNQLKSFPARLRQY KLRQNLDALLNQL 55.15 1537.893982 2.24332759 DYHC1_HUMAN[1358-1370] 
NLPRCGIECKSYQEGLARL KSYQEGLARLPEM 42.49 1520.765671 -1.970717815 CT004_HUMAN[186-198] 
NLTEWIEILKTVVNRDVPN KTVVNRDVPNETLQVEEDDRPELPWW 34.06 3163.557434 3.536525014 IPO7_HUMAN[233-258] 
NLTRGRQQLKWDRKKKRFV KDFDSERGLSISGEGGAFEQQAAGAVLDLMGDEAQNLTRGRQQL 59.9 4664.252487 -7.715491411 DDX54_HUMAN[687-730] 
NLWFLCDSQKELDELLNCL KELDELLNCLHPQGIRESQL 40.95 2391.221603 2.262441922 BAZ1B_HUMAN[998-1017] 
NMEARLAERKFMNPFNMPN KEGLQNMEARLAER 47.26 1643.841278 2.186950801 STIP1_HUMAN[109-122] 
NNLDEDLIRKLAYVAAGDL RALPAVQQNNLDEDLIR 73.25 1964.0439 2.867553011 UBA1_HUMAN[368-384] 
NPDLALRMAVRNNLAGAEE VRNNLAGAEELFAR 38.66 1558.821548 2.794418646 CLH1_HUMAN[353-366] 
NTNVDKPLRIIGDPYKVQQ KMILIQDGSQNTNVDKPLR 83.66 2169.157562 -2.585335477 FUBP2_HUMAN[266-284] 
NTQVTEAWNKVAHSFNCTP KVAHSFNCTPIEGMLSHQL 85.56 2168.050674 2.346808615 PA2G4_HUMAN[172-190] 
NYQNSESGEKNEGSESAPE RGPPRNYQQNYQNSESGE 84.94 2122.94162 -1.214823797 YBOX1_HUMAN[152-169] 
PCYETINRIKLYSESLARY RTDDYLDQPCYETINRI 40.98 2170.995316 2.988491017 GDIB_HUMAN[193-209] 
PDDSVERYLKLFTFLPLPE FVRQPDDSVERYL 42.96 1622.805267 1.5805963 SYYM_HUMAN[306-318] 
PDTELEIQQKCGFSELYSW KLLGRQQPDTELEIQQ 60.64 1895.011215 2.184155939 SYIM_HUMAN[74-89] 
PERDWVLNEFRSGKAPILI KSQPERDWVLNE 32.29 1499.736832 2.741814372 DDX17_HUMAN[373-384] 
PFRLGERSFSRQYAHIYAT ARVPVATYTNSSQPFRLGERSF 36.24 2482.271698 1.005127683 DPOD2_HUMAN[25-46] 
PGQNFHMFTKEELEEVIKD KEELEEVIKDI 40.91 1343.718369 2.809368456 PSA5_HUMAN[231-241] 
PHLLQPNARKEDLFGRPSQ KEDLFGRPSQGLYSSSASSG 64.15 2071.981049 0.474425189 UBR5_HUMAN[2063-2082] 
PIDHEGIKSKLSDRSPDID KIYSLSSQPIDHEGIKS 39.99 1900.98941 1.537620349 PACS1_HUMAN[249-265] 
PLLDNQVGFKNMQNVEHVP KNMQNVEHVPLSLDRAM 72.93 1980.98732 2.011118375 PSB1_HUMAN[184-200] 
PLSRQHGTYRQIFHPEQLI RQIFHPEQLITG 60.12 1437.772842 2.261831567 TBA4B_HUMAN[23-34] 
PMGGWEMIRKIGDTSVSYK KNTSEQDQPMGGWEMIR 92.91 2005.898575 2.536020546 LMNB1_HUMAN[457-473] 
PNMYGLAAYTAPLSSCLPQ AFAKSQPNMYGLAAY 31.44 1646.776245 5.202892637 HXD3_HUMAN[285-299] 
PQHPLHVTYAGAAVDELGK KWSGPLSLQEVDEQPQHPLHVTY 53.19 2687.334366 1.439344523 PEBP1_HUMAN[7-29] 
PQVFQAGTSKPLHSSGINV KPLHSSGINVNAAPFQSMQTVF 54.77 2372.194702 2.563027392 CAPR1_HUMAN[499-520] 
PSVSLGAAYRAQPSASLGV RAQPSASLGVGYRTQP 69.8 1686.880157 0.762946908 RBM14_HUMAN[250-265] 
PTDSLNNDNKYSLFAVVNH KESRMNGQYQQPTDSLNNDN 76.39 2338.024368 0.026945827 UBP22_HUMAN[442-461] 
PTHPIRLGLALNFSVFYYE KEMQPTHPIRLGL 32.57 1518.834045 -0.086908771 1433B_HUMAN[160-172] 
PVKMFDRHSSLAGCQIINY SMEGESQPVKMFDRHS 37.98 1863.824356 -1.011361395 CLH1_HUMAN[131-146] 
PYKWRGKAHRLLGHWEEAA RLLGHWEEAAHDLALAC 59.84 1960.957733 2.61657858 F10A1_HUMAN[193-209] 
QALKSVVLYVILAPFDNEQ VILAPFDNEQSDLVHRISGDK 48.73 2352.207367 4.049387879 PSD12_HUMAN[274-294] 
QAQAREALKKYLFYFERWE KENPDIVNQSQQAQAREALK 71.03 2266.166519 -0.157093487 ARI2_HUMAN[344-363] 
QCVQKAIKEKEIPIEGLEF KEIPIEGLEFMGHG 36.72 1555.770447 1.982940353 TRIA1_HUMAN[55-68] 
QEFVRALAAFLKKSGKLKV KDVNQQEFVRALAA 54.58 1587.836884 0.924528215 RS19_HUMAN[7-20] 
QEGESRLNLVQRNVNIFKF KLVIITAGARQQEGESRLNL 35.5 2195.238571 1.685921544 LDHA_HUMAN[90-109] 
QEGESRLNLVQRNVNVFKF KIVVVTAGVRQQEGESRLNL 59.47 2195.238602 1.717353183 LDHB_HUMAN[91-110] 
QEQQVPILEKFCFTPHTEE KFCFTPHTEEGCLSE 32.16 1840.776031 2.950386092 FAS_HUMAN[1116-1130] 
QERFQEITGKLGHFLKQAG KMDQVNWQQERFQEITG 52.26 2136.005829 8.972353792 HBS1L_HUMAN[407-423] 
QEYEEQFKFKNMVRGLDED KNMVRGLDEDETNFLDEVSRQQELIE 61.93 3106.487671 6.017084882 NIP30_HUMAN[76-101] 

QGRPLSVQQQMMQQSRQLD SQRSVPSGNRPQQDQQGRPLSVQQ 32.11 2676.34404 -0.350851754 TNR6A_HUMAN[1428-1451] 
QIAEIEKQTKEQSQLTATQ KEQSQLTATQTRTVN 71.22 1703.880219 -1.142685958 PRP8_HUMAN[2034-2048] 
QIANLDKQAKLSRAYDGTT KLSRAYDGTTYLPGIVGLNN 31.3 2151.132401 5.002481481 SNUT2_HUMAN[210-229] 
QKKALSKTSKVRPSTGNSA KVRPSTGNSASTPQSQCLPSEIEV 103.37 2571.259872 1.81661918 APC7_HUMAN[81-104] 
QKLRTAFTEKDALLETVNR KDALLETVNRLQGENE 42.36 1827.932617 6.59597618 GCC2_HUMAN[429-444] 
QLAENTRYFRRRLKEMGFI KECVQQLAENTRYF 57.94 1784.851547 2.042186649 SPTC2_HUMAN[436-449] 
QLTEEIGRLKAEIARSNAS KAEIARSNASLTNNQNLIQSL 69.59 2284.213455 3.641078281 TPR_HUMAN[1379-1399] 
QLVERLQEEKRIEAQKRKE KLSEVLQAVTDHDIPQQLVERLQEE 72.8 2916.519241 4.457711033 UBP7_HUMAN[523-547] 
QLVLLLHAHKCQRREQANG KLIQQQLVLLLHAH 50.78 1653.008972 0.750147169 CBP_HUMAN[352-365] 
QMEEKAPLPKYEESNLGLL KYEESNLGLLESSVGDSRLPLVLR 61.85 2673.433701 3.026444979 SETD3_HUMAN[501-524] 
QMLNFPEKNKEKPVDLQNF KEKPVDLQNFGLRTDIYS 32.1 2122.10585 4.237300416 SMRC1_HUMAN[590-607] 
QNLALQLAEKLGSLVENNE KLGSLVENNERVFDH 62.62 1755.890381 1.374231573 EIF3C_HUMAN[862-876] 
QNQRLLVALRELGETRERE RNIEELQQQNQRLLVAL 43.39 2064.143936 3.646063566 TPR_HUMAN[541-557] 
QPGTFLLRFSESSREGAIT KDQQPGTFLLRF 53.43 1448.777603 2.159751775 STAT1_HUMAN[592-603] 
QPHSQILHHHLQQDGQTGS HLQQDGQTGSGQRSQTSSIPQKPQTN 39.2 2807.354675 0.657558525 UBP2L_HUMAN[1050-1075] 
QPSEKSTEPKTKPQDMISA KTKPQDMISAGGESVAGITAISGKPGD 38.62 2614.327225 3.598248876 ICAL_HUMAN[100-126] 
QPSNYGPMKSGNFGGSRNM SGNFGGSRNMGGPYGGGNYGPGGSGGSGGYGGRSRY 68.73 3357.435486 -1.234871085 ROA2_HUMAN[318-353] 
QQDQVDRNIKEAREKLEME KQQQDQVDRNI 40.52 1370.690231 -1.465684919 NONO_HUMAN[279-289] 
QQEQHLLALRQEQVTAAVA RQEQVTAAVAHAVEQQMQ 86.14 2022.990509 2.023242315 CHERP_HUMAN[127-144] 
QQQLVESLHKVLGGNQTLT KETEIRSQQQQLVESLH 30.74 2052.059952 1.725095798 NUP54_HUMAN[198-214] 
QQQQALQAQPPIQQPPMQQ QQQQQQQQQQQQQQQALQAQ 34.27 2450.164673 -3.959325717 MED15_HUMAN[248-267] 
QQSNYGPMKGGSFGGRSSG GGSFGGRSSGSPYGGGYGSGGGSGGYGSRRF 57.03 2831.239685 0.518147583 ROA3_HUMAN[348-378] 
QREKPRVQEKQHPVPPPAQ KQHPVPPPAQNQNQVRSPGAPGPLTL 64.83 2727.456879 -1.431736659 ZYX_HUMAN[328-353] 
QTMLRVKDPKKSLDFYTRV KDFLLQQTMLRVKDP 30.05 1831.002579 -0.959583575 LGUL_HUMAN[28-42] 
QVAYTLLWPLRDLDTGEEV LRDLDTGEEVTRDFAYGETDPLIR 59 2780.361694 2.883797463 TTL12_HUMAN[229-252] 
QVKYAMTRIKAAMPRIYEL KAAMPRIYELAAGGTAVGTGLNTRIGFAE 81.41 2934.538528 1.729403091 FUMH_HUMAN[263-291] 
QVQQQAVQNRNHNAKKKKM KRPAPQQIQQVQQQAVQN 76.89 2088.11882 0.427178756 SMRD1_HUMAN[62-79] 
QVRDQGAYLILRELHSWEP ILRELHSWEPEPDVRTACE 61.43 2336.121902 3.005408234 BRP16_HUMAN[314-332] 
RAPRVSQGSKDPAEGDGAQ KDPAEGDGAQPEETPRDGDKPEETQG 54.24 2752.205978 0.102826606 GANAB_HUMAN[191-216] 
RARYEAANWKYKYGYEIPV KYKYGYEIPVDMLC 35.19 1777.841888 3.710116206 PSA6_HUMAN[102-115] 
RCVSLEPKNKVFQEALRNI KVFQEALRNIGGQIQE 50.15 1828.979523 2.8371012 UN45A_HUMAN[126-141] 
REEAENTLQSFRQDVDNAS KLQEEMLQREEAENTLQ 57.18 2088.015671 1.892227178 VIME_HUMAN[188-204] 
REEAQWTPTKLSSKNVSGQ KLQQQEQREEAQWTPT 46.01 1998.975891 2.151601737 CE170_HUMAN[747-762] 
RFKTRKRDEKERFDPTQFQ KERFDPTQFQDCIIQGLTETGTDLEAVA 44.45 3181.523773 5.233027061 BZW1_HUMAN[24-51] 
RFSRALMAAKRSSGAAPAP KRSSGAAPAPASASAPAPVPGGEAE 84.28 2232.113434 -1.125390834 SPAST_HUMAN[90-114] 
RGAVIATELKNNSYKLARW KLDSQRGAVIATEL 39.99 1499.830734 2.55228801 EIF3D_HUMAN[412-425] 
RHASPEDIKKAYRKLALKW VDYYEVLGVQRHASPEDIK 37.19 2217.106583 4.27629419 DNJB6_HUMAN[2-20] 
RILEFFGLKKEECPAVRLI IFIDSDHTDNQRILEFFGLK 47.85 2407.217209 4.231026582 PDIA1_HUMAN[289-308] 
RISNVKVNPKTDKPYEDVS KTDKPYEDVSIINITVK 59.37 1962.067337 1.19109062 PPWD1_HUMAN[630-646] 
RITNQVHGLKGLNSKLLDI KDTTVGTLSQRITNQVHGL 31.56 2067.107285 2.997425458 PSD7_HUMAN[180-198] 
RLAELQEQLKAVHEQLAAL KAVHEQLAALSQPQQN 36.06 1760.916916 -0.671809095 BRD4_HUMAN[519-534] 
RLFQCLLHRALHPREPLPP ALHPREPLPPIQQHIWN 36.2 2045.095886 0.791160948 KU86_HUMAN[498-514] 
RLGTPKSVNKAVSQSRNEM KAVSQSRNEMGIPQQTTSPENAGPQNT 86.7 2869.362427 2.305041684 DLGP5_HUMAN[645-671] 
RLHMLQISYFRDPYHVWYQ ASDGLQRLHMLQISY 40.06 1730.877365 -6.292762399 EPCR_HUMAN[21-35] 
RLLSGSLDRKVKVYSTTSY KTVTCLCLSSSGQRLLSGSLDR 87.96 2437.24173 1.59647685 UTP15_HUMAN[249-270] 
RLPECAKLAKEGRLQEVIE KEGRLQEVIETLLSLE 59.81 1856.025452 2.316778574 PSD12_HUMAN[36-51] 
RLRTKAQLEKLQAEISQAA KLQAEISQAAR 55.23 1213.677841 0.091457548 PRPF3_HUMAN[350-360] 
RMSTRVLLATLSIPITPER KNLTQDEMQRMSTRVLLA 46.83 2133.103409 -0.514274177 EIF3A_HUMAN[308-325] 
RNPALKLAARLAHACGSDW RLAHACGSDWIPAGSSGS 62.31 1827.83223 2.080059612 NCDN_HUMAN[287-304] 
RPDNPREFFKQQERVASAS KSESEVEEAAAIIAQRPDNPREFF 73.64 2732.340515 2.978032919 DREB_HUMAN[271-294] 
RQDTVRSFLKRSKLGRYNE KYTISQEAYDQRQDTVRSFL 40.79 2447.208084 3.301721686 TBCB_HUMAN[106-125] 
RQLAQLEARREQLEAEGQA REQLEAEGQALLLAK 36.62 1667.920578 9.673122457 CROCC_HUMAN[927-941] 
RSGSSTPQRSCSAAGLHRP KSIDDEVVEQRSGSSTPQR 34.89 2117.034882 -0.552659765 AAPK2_HUMAN[470-488] 
RVALALCLGKPADVYLIDE KPADVYLIDEPSAYLDSEQRLMAARVV 74.29 3048.558975 5.768627127 ABCE1_HUMAN[478-504] 
RVPSGAAGGKMAESPCSPS KLDYRALAAVPSAGSVQRVPSGAAGG 46.74 2497.340103 1.982108882 LAP4_HUMAN[1265-1290] 
SACFEAPDQKTLSTPQEER KTLSTPQEERISAVESQPSR 52.45 2242.155304 2.902564327 BA2D1_HUMAN[902-921] 
SAKYFNYTVKVLGQGEEWR KVLGQGEEWRGGDGINSIGGGQ 61.93 2213.08252 3.792899688 PLOD2_HUMAN[67-88] 
SELDAETVKSILAEYKIHN KDKGGINLTATCPQSELDAETVK 32.42 2474.232254 3.454809057 DRG1_HUMAN[184-206] 
SELQSQVRYKEEFEKNKGK KQQSELQSQVRY 51.09 1492.763382 1.145526492 LASP1_HUMAN[75-86] 
SFCPTVNLDKLWTLVSEQT KLWTLVSEQTRVNAA 73.45 1714.9366 2.432742995 RL27A_HUMAN[77-91] 
SFLYGNHVLKSGLGRITEN KVWIKPGAEQSFLYGNHVL 54.99 2185.168396 2.419950796 NIP7_HUMAN[96-114] 
SFMMPFYLMKDCEIKQPVF KDCEIKQPVFGANYI 42.66 1780.88179 3.050174375 WBP2_HUMAN[78-92] 
SGMNLEWSQKCLQDNNWDY KCLQDNNWDYTRSAQAFTHL 68.32 2467.133881 1.286107748 NXF1_HUMAN[587-606] 
SHENQEIYQKAFDLIEHYF KIEFLQSHENQEIYQ 46.25 1904.926804 2.525031403 IMA1_HUMAN[480-494] 
SIVGQGYHRKIVLASQSIQ KGIVQSIVGQGYHR 37.7 1540.847412 -1.376515276 CNOTA_HUMAN[418-431] 
SKRIWGELYKVIDSSDVVV KVIDSSDVVVQVLDARDPMGTRSPHIETYL 51.27 3339.713303 5.329798814 NOG2_HUMAN[212-241] 
SLGTRKELQKELQERLSQE KELQERLSQECPI 60.69 1628.819168 1.733771345 BZW2_HUMAN[260-272] 
SLTEDLEFRKSMYEEEINE KVDLENRCQSLTEDLEFR 41.7 2251.090271 3.324167003 LMNB1_HUMAN[191-208] 
SNTILRHLGRTLGLYGKDQ KFQDGDLTLYQSNTILRHLG 45.25 2318.201889 1.700455866 GSTP1_HUMAN[55-74] 
SPNSYFMDVKCPGCYKITT KRLVQSPNSYFMDV 51.46 1682.845016 0.175892609 RS27L_HUMAN[22-35] 
SQDEPLRSRKVFVGRCTED KVFVGRCTEDMTEDELREFF 43.8 2507.146103 3.206434595 TADBP_HUMAN[192-211] 
SQVSTTAENKTTTTARLAS KLIQQLRQQSAQSQVSTTAEN 90.76 2357.229874 1.91623229 NAT10_HUMAN[426-446] 
SRCAVLRYTKLTDAQILTR KLTDAQILTRLM 34.14 1401.801346 1.839062295 RFC2_HUMAN[192-203] 
SRSVMTEEYKVPDGMVGFI KVPDGMVGFIIGRGGEQISR 58.28 2115.1259 1.835824525 FUBP1_HUMAN[106-125] 
SSISNLSQAKEELEQASQA KEELEQASQAHGARLTA 57.78 1837.928192 0.723640894 NUMA1_HUMAN[482-498] 
SSPAPGQSKKKIFKPEELR KTEIKEEEDQPSTSATQSSPAPGQSK 81.42 2759.309692 -1.076718575 EP300_HUMAN[1020-1045] 
SVSIIDTELKVKDSQPIDL KVKDSQPIDLSACTVALH 63.58 1981.030258 3.31847531 TRP13_HUMAN[81-98] 
SVTGVEASDDANSYWRIRG SHDIKYGSGSGQQSVTGVEASD 61.85 2207.993103 0.864133134 SDF2L_HUMAN[55-76] 
SVVEVPYARSEAHLTELLE KTIQMGSFRINPDGSQSVVEVPYAR 56.31 2778.412292 4.819299151 CNPY2_HUMAN[49-73] 
TAELTKVFEIRNTEDLTEE IRNTEDLTEEWLRE 47.14 1802.879852 2.441649118 GMFB_HUMAN[123-136] 
TCQHVEVNASRQEAKLTEE KLIQTCQHVEVNA 61.49 1538.787506 0.913706405 TRI18_HUMAN[243-255] 
TDENKARAEKKVTLSSSKN KAVASPEATVSQTDENKARAE 51.77 2201.092361 -0.776432661 FA21A_HUMAN[494-514] 
TEETRPSETKEVEPEPTED KEVEPEPTEDKDLEADEEDTR 71.77 2473.097961 0.994703824 IF2BL_HUMAN[42-62] 
TEYLEERRIKEIVKKHSQF KEDQTEYLEERRI 50.78 1707.842728 0.898794704 HS90A_HUMAN[191-203] 
TEYLEERRVKEVVKKHSQF KEDQTEYLEERRV 37.42 1693.827087 -3.085320834 H90B3_HUMAN[165-177] 
THFSEDDSKRLKTISYQLS RLKTISYQLSVDIPEKQIIDDIVFDFQ 30 3222.717621 -2.407285066 CC044_HUMAN[374-400] 
THLGLPVFNTVKEAKEQTG KLVGGTTPGKGGQTHLGLPVFN 46.03 2177.195724 3.219738089 SUCA_HUMAN[68-89] 
TIGARKELQKELQEQMSRG KELQEQMSRGDPFKDIILY 34.01 2309.172531 4.093674194 BZW1L_HUMAN[118-136] 
TIGNHASYYKDALRFLGCV KYYQTIGNHASYY 58.62 1606.741577 7.808972009 PSD13_HUMAN[161-173] 
TITIQEMPEKAPAGQLPRS KDHQTITIQEMPE 67.23 1568.750443 3.589481058 MCM3_HUMAN[194-206] 
TLGLSRSCYSLANQLELNP KESGYNMIHFTPLQTLGLSRSCY 80.32 2701.299225 2.527672587 GDE_HUMAN[151-173] 
TLMWSATWPKEVRQLAEDF KEVRQLAEDFL 42.81 1346.719391 2.586284881 DDX17_HUMAN[282-292] 
TMAANAQKNKFLIDGFPRN KFLIDGFPRNQDNLQGWN 40.69 2161.07048 3.920279361 KCY_HUMAN[88-105] 
TMLRVKDPKKSLDFYTRVL KSLDFYTRVLGMTL 51.4 1642.875259 3.690481043 LGUL_HUMAN[44-57] 
TNDLKEVVNKLIPDSIGKD KLIPDSIGKDIEKACQ 63.81 1813.960754 -0.249178489 RS3A_HUMAN[187-202] 
TPLRDPQTHRILSPSMASK KVTFQTPLRDPQTH 36.81 1666.87912 1.099059901 TACC3_HUMAN[54-67] 
TRAGQRTRFKAFVAIGDYN KAFVAIGDYNGHVGLGVKCS 61.82 2091.057159 1.192219921 RS2_HUMAN[125-144] 
TRINLNCTQKALMQVVDFL KALMQVVDFLSRN 71.13 1519.818069 1.299497644 NIF3L_HUMAN[216-228] 
TRKILSACEKNPTDAYQLN KNPTDAYQLNYDMHNPFDICAASYRP 71.52 3100.380707 4.268508048 COPA_HUMAN[1150-1175] 
TRSAVDEDRKMYLQAAIVR KDTPQEMEQTRSAVDEDR 66.54 2133.959656 0.232431761 CUL2_HUMAN[659-676] 
TSNITKSEQKKNPQAVLDV KKNPQAVLDVLEFYNS 49.52 1863.973038 3.644902507 PAK1_HUMAN[118-133] 
TTGKGNVTLKELNARPMEV KELNARPMEVFMC 50.15 1623.757111 2.372891841 SAR1A_HUMAN[166-178] 
TTGKGSISLKELNARPLEV KELNARPLEVFMC 48.09 1605.80069 2.779921585 SAR1B_HUMAN[166-178] 
TTISHSPSSRFVPPQTSSG KLSQNSMHSSPASSNYQQTTISHSPSS 38.84 2890.31514 -2.200452093 NIPBL_HUMAN[127-153] 
TTSMRDVYRKFDLGQDVID KTFEGVDPQTTSMRDVYR 41.26 2129.021164 0.046030543 GDIA_HUMAN[156-173] 
TTSNLGHLNKPSIQALIHG NMMVLGHEPRQTTSNLGHLN 37.01 2248.084091 3.577713143 PSDE_HUMAN[166-185] 
TVCLDDTTVKFEIWDTAGQ KFEIWDTAGQERYH 43.28 1778.837616 3.910418769 RAB5A_HUMAN[70-83] 
TVSQVLQSAKEQIKWSLLR RVALRGEDVPLTEQTVSQVLQSA 72.76 2495.334366 3.011620448 COPZ1_HUMAN[145-167] 
TWEDPGHNDKHTGCCGDND KHTGCCGDNDPIDVCEIGS 58.06 2132.856171 3.948226849 IPYR_HUMAN[109-127] 
VAGTPMFVVKAYLPVNESF RGHVFEESQVAGTPMFVV 46.05 1988.977859 3.078465641 EF2_HUMAN[767-784] 
VANPNSAIFGGARPREEVV KPRTVATPLNQVANPNSAIF 52.81 2137.164368 3.670283913 IF4H_HUMAN[214-233] 
VASNLEKKQKKFDQLLAEE KKFDQLLAEE 33.96 1219.644821 2.73932209 MYH10_HUMAN[1451-1460] 
VAYGLHELLKTNAANIHSG KTNAANIHSGDDWATLF 38.86 1859.880219 1.904961386 GBF1_HUMAN[1251-1267] 
VDAQLQVVRKLEEKEHLLQ KTQVDAQLQVVR 40.08 1383.783417 1.955508331 BRE1A_HUMAN[792-803] 
VDGGAQVQQVLNIECLRDF KRVAAQVDGGAQVQQ 44.71 1553.827408 -0.545105586 AP2A1_HUMAN[810-824] 
VDLIDLVRWKILKDKHIPQ KQVDLIDLVRW 66.64 1383.78743 3.717333955 TF3C4_HUMAN[535-545] 
VDYESYTWRKLDPGSEETQ KLDPGSEETQTLVREYFSWEGAFQHVG 52.99 3109.478134 5.758522565 EF1G_HUMAN[401-427] 
VELLNSFEKKYSDPGPVYD KYSDPGPVYDCLVWHDGEVWR 30.45 2577.174713 3.735873999 TPP2_HUMAN[187-207] 
VEQKAGIKFKRIGVPSATE KRIGVPSATEII 35.86 1282.760864 2.07209315 DDX21_HUMAN[561-572] 
VFHVPLEERKYKDMNQFGE IKASVITQVFHVPLEER 30.72 1965.104736 -0.775531183 VIGLN_HUMAN[71-87] 
VFLEELGNHKAFKKELRQF KAGQVFLEELGNH 44.14 1440.736115 2.75484175 CN37_HUMAN[204-216] 
VGRTLAGHSKWITGLSWEP KWITGLSWEPLHANPECRYVASSS 53.19 2787.343857 2.88231392 NLE1_HUMAN[200-223] 
VGVIQFGPYKQLFLQTYAR RLLHDQVGVIQFGPY 56.39 1740.931152 2.297621015 COPA_HUMAN[941-955] 
VHGLKGLNSKLLDIRSYLE KLLDIRSYLE 54.86 1248.707748 3.118423832 PSD7_HUMAN[204-213] 
VHPDTGISSKAMGIMNSFV KAMGIMNSFVNDIFERIAGEASR 141.28 2555.262421 4.797941651 H2B1B_HUMAN[58-80] 
VHPDTGISSKAMSIMNSFV KQVHPDTGISS 46.21 1167.588409 0.680890624 H2B1A_HUMAN[48-58] 
VICVHDVSSIYRVPLLLEE KISMFCHVEPEQVICVHDVSS 36.06 2500.154907 1.71829353 PYRG1_HUMAN[229-249] 
VIGGNVVTAAQAKNLIDAG KDKYPNLQVIGGNVVTA 34.39 1814.989044 2.793405292 IMDH2_HUMAN[291-307] 
VITIGNERFRCPEALFQPC KSYELPDGQVITIGNERF 101.22 2065.048004 5.646357846 A26CA_HUMAN[938-955] 
VKTLQETNMMYMHNTVSLE QDLNDLRKQVKTLQETNM 30.82 2189.111008 2.915795488 HOOK1_HUMAN[331-348] 
VLEGEEIAYKFTPKYILRA KRQVLEGEEIAY 53.43 1433.751404 -0.915081929 LMNB2_HUMAN[484-495] 
VQKIVLYAKKVGYTPDWIF KVGYTPDWIFLLR 65.92 1606.887146 2.911218757 CLH1_HUMAN[507-519] 
VRGYPTLLWFRDGKKVDQY KVDCTQHYELCSGNQVRGYPTLLW 47.73 2923.374542 2.941463667 TXND5_HUMAN[244-267] 
VSHKPGGEPKIKNVVHELR KAEVDMDTDAPQVSHKPGGEP 31.9 2207.016464 -1.727218651 DYHC1_HUMAN[933-953] 
VSQFGCRSFALLFDDIDHN KLDQVSQFGCRSF 41.59 1570.756226 2.467601233 NCOAT_HUMAN[157-169] 
VSQQEDITKSLLVTELGSS KLQVSQQEDITK 86.27 1415.761993 -0.2959537 IMPA1_HUMAN[145-156] 
VTCRSATCAQVNWEVPLSN KCDITTAPGPPDQCKPPQVTCRSATCA 32.74 3015.367111 2.516774814 FND3A_HUMAN[685-711] 
VTCVAASPHKDSVFLSCSE SYRAHAAQVTCVAASPH 84.37 1824.868942 -0.986920188 MEP50_HUMAN[162-178] 
VTEDAVRRYLTRKPMTTKD KTTPNSGDVQVTEDAVRRY 70.38 2135.060715 0.817775339 T2FA_HUMAN[444-462] 
VTEREEVRGRELTGLKALY QVTEREEVRG 30.25 1201.605103 -0.267974894 LMNB1_HUMAN[63-72] 
VTFPGGESEKPLVLSTSPF KPLVLSTSPFHPATHW 35.61 1816.962448 1.729810103 ANM6_HUMAN[303-318] 
VTGRKADVIKAAHLCAEAA KAAHLCAEAAL 38.53 1153.591339 0.479372531 PA2G4_HUMAN[144-154] 
VVDRELQLAGFDPSQDGLQ GFDPSQDGLQPGANSSTL 36.14 1789.81189 -8.240530797 S26A1_HUMAN[145-162] 
VVLKSIMKAMIPLLQIGLL MIPLLQIGLL 31.88 1109.688217 -4.942829811 CAC1A_HUMAN[223-232] 
VVNFGPGPAKLPHSVLLEI KLPHSVLLEIQ 56.44 1275.755051 0.996272755 SERC_HUMAN[16-26] 
VVQGLLSETYLEAHRIVKM LRTGFRQVVQGLLSET 30.78 1803.00029 3.122572986 MCM7_HUMAN[281-296] 
VYEGERAMTKDNNLLGRFE KDNNLLGRFELSGIPPAP 41.18 1937.037033 2.860554499 HSP71_HUMAN[451-468] 
WADLSSQFYLREEDIGKNR KNIILGGVKAVTLHDQGTAQWADLSSQFY 70.04 3159.6353 2.966481606 UBA1_HUMAN[89-117] 
WDALGSLTHSRREALEKTE KICDQWDALGSLTH 33.24 1642.777344 2.506730456 ACTN4_HUMAN[497-510] 
WDCSVCLVRNEASATKCIA KEGQWDCSVCLVR 63.57 1635.749756 2.14947304 RBP2_HUMAN[1606-1618] 
WLDNPERWNKVKMVVSREE KPLGTQVAVNAHQWLDNPERWN 43.29 2572.293488 1.182990982 SPS2_HUMAN[252-273] 
WLGGRQIRTNWATRKPPAP KWDAENAIQQMGGQWLGGRQIRT 74.49 2642.313568 3.922320244 TIA1_HUMAN[157-179] 
WLHLDLIKEMRQFCQSLFP KEDGVLCCQGECQWLHLDLIKE 53.9 2729.261139 3.888964617 SPEE_HUMAN[198-219] 
WLQEIDRYASENVNKLLVG KQWLQEIDRYA 57.03 1448.74118 2.701655792 RAB1A_HUMAN[103-113] 
WPLLLKNFDKLNVRTTHYT KLNVRTTHYTPLACGSNPL 30.43 2141.105148 1.378727244 DKC1_HUMAN[61-79] 
WQLSADDLKKLKPGLEKDF KNQWQLSADDLK 32.69 1444.731018 1.37326601 CN37_HUMAN[164-175] 
WWNAEDSEGKRGMIPVPYV KRGMIPVPYVE 32.11 1287.700912 1.692939703 CRK_HUMAN[178-188] 
YDEAVAQFSKSIEVIENRM KSIEVIENRMAVLNEQVKEAEGSSAEY 105.62 3022.491653 3.050463346 NASP_HUMAN[609-635] 
YEELKAQQDKVMETSAQSS KVMETSAQSSGDHQEQHVSVQE 39.61 2440.092484 -0.94709525 TPR_HUMAN[1454-1475] 
YIKQWKAFTKMASAPASYG KMASAPASYGSTTTKPMGLLSR 109.92 2254.144943 2.670192092 SCFD1_HUMAN[501-522] 
YITAALRDLFDSMDKTSSS QYITAALRDL 35.3 1162.634598 2.955356744 UBP14_HUMAN[150-159] 
YLAHVASSHKGRKDHNIPG KVIQYLAHVASSH 43.84 1451.788483 2.071927168 MYH10_HUMAN[190-202] 
YLEELPGQLKQFSMFLGKF KLKPQYLEELPGQL 46.6 1654.929367 0.989166083 GSTM3_HUMAN[126-139] 
YMFSSLKNSKKYAPTEAQL KKYAPTEAQLNAVDALIDSMSLA 56.06 2448.256973 2.07535404 KU86_HUMAN[442-464] 
YPGRGVYLLKFDNSYSLWR KFDNSYSLWRS 44.14 1401.667694 1.218548453 GCP60_HUMAN[507-517] 
YPTRPHIAACMLYTIHNTY KLLLEQYPTRPHIAA 32.63 1748.993698 2.009727081 METL5_HUMAN[23-37] 
YQDVPMPEEKSNPKGVEWL KVKEQYQDVPMPEE 34.1 1718.818512 3.515205333 PKP2_HUMAN[654-667] 
YRQVKAHVQKEDGRVQAFG KEDGRVQAFGWSLPQ 50.53 1716.858368 1.284905057 JIP4_HUMAN[638-652] 
YVKICNEQKAEILLLKEKL QYVKICNEQK 30.69 1308.649597 -8.242084073 KI18A_HUMAN[372-381] 
YVNERNARAAVAGEDGRMI KGFAFVQYVNERNARA 43.1 1868.964539 1.804742642 HNRPC_HUMAN[50-65] 
AADGPQKLLKVIKNPVSDH KVIKNPVSDHFPVGCM 51.02 1826.91716 2.098617323 NEP1_HUMAN[157-172] 
AAGAGMISKKHTLGEVWVQ KHTLGEVWVQ 44.06 1195.634964 0.725974086 NMD3_HUMAN[339-348] 
AARNKAEKQKRDLGEELEA KRDLGEELEAL 42.77 1271.672089 0.002359099 MYH11_HUMAN[1141-1151] 
ADALQAGASQFESSAAKLK KLSELDDRADALQAGAS 51.19 1758.874771 2.541966076 VAMP1_HUMAN[61-77] 
ADMEDLMSSKDDVGKNVHE KQLRADMEDLMSS 39.61 1522.711929 2.05751327 MYH10_HUMAN[1507-1519] 
AESMLQQADKLGCRQFVTP KLGCRQFVTPADVVSGNP 44.68 1943.988754 0.246915009 PLST_HUMAN[343-360] 
AFGIPVRCYSAEVVTLWYR KLADFGLARAFGIPVRCY 33.12 2053.093124 4.357814994 CDK5_HUMAN[141-158] 
AFGYYGPLRSVWVARNPPG KVYVGNLGNNGNKTELERAFGYYGPLR 74.99 3028.551865 1.66284093 SFRS3_HUMAN[11-37] 
AGSLELRGFKNKLYVAVVG RLSSAYLLGVPGSEQPDRAGSLELRGF 52.56 2874.498779 3.107324333 CEND2_HUMAN[186-212] 
AIADMLRACKEAAYHPEVA KEAAYHPEVAPDVRL 54.93 1693.878738 1.815950535 TLN1_HUMAN[2220-2234] 
AIHEFLAAQKKAAVPAPPP KKAAVPAPPPEPEGQDPPAPSQDTS 62.47 2510.228882 2.517698703 FA44B_HUMAN[161-185] 
AKAKTRSSRAGLQFPVGRV AGLQFPVGRVHR 38.3 1335.752396 1.465091888 H2A1B_HUMAN[22-33] 
AKEFTNVYIKNFGEDMDDE KNFGEDMDDERL 66.56 1467.62999 3.818401122 PABP1_HUMAN[196-207] 
AKKVEDMMKKLWGDRYFDP KLWGDRYFDPANG 51 1537.731369 2.173981794 EF2_HUMAN[259-271] 
AKLISTVSKKDFISVLRGM KDFISVLRGMDGSTNETASSR 34.78 2270.0961 2.445711439 RRP15_HUMAN[208-228] 
ALCKYEECQKQGVEYVPAC KQGVEYVPACLVHR 49.72 1654.861343 -0.737221886 SURF2_HUMAN[118-131] 
ALEEELAGLKNTAEKYRQL KENELRALEEELAGL 54.35 1712.894409 3.615517668 SMC2_HUMAN[691-705] 
ALEQQVEEMRTQLEELEDE KRALEQQVEEM 65.88 1359.68161 0.177982844 MYH10_HUMAN[1534-1544] 
ALMSVKEMAKGITYDDPIK KGITYDDPIKTSWTPPRYVL 37.09 2349.236877 1.487717154 DDX41_HUMAN[134-153] 
ALPSEELNRQLEKLLKEGS KVEYTLGEESEAPGQRALPSEELNR 82.47 2801.383102 2.473421074 IF4G1_HUMAN[1422-1446] 
APDVARALLRQIQVSRRRS AFRAPDVARALL 31.19 1298.74588 -5.202711403 AGRIN_HUMAN[1213-1224] 
APFDLFENKKKKNNIKLYV LLFIPRRAPFDLFENK 32.51 1975.104324 1.082980769 HS90B_HUMAN[332-347] 
APFDLFENRKKKNNIKLYV LFVPRRAPFDLFENR 37.12 1876.010773 2.009583343 HS90A_HUMAN[341-355] 
AQAALQAVNSVQSGNLALA KTDSSPNQARAQAALQAVN 43.6 1968.997681 1.906045922 PTBP1_HUMAN[137-155] 
AQDPSEVLTMLTNETGFEI KVVESLRAQDPSEVLT 39.69 1769.952316 0.992117123 ILF2_HUMAN[141-156] 
AQEDEVKRLKSIMGLEGED KGSPFPEVAESVQQELESYRAQEDEVKRL 61.36 3347.663315 1.737629938 SCFD1_HUMAN[330-358] 
AQQEAEAAQRLAEEKAQAS LGRYNEEERAQQEAEAAQ 33.39 2090.961655 1.242012255 TBCB_HUMAN[130-147] 
ARFYVYNKKKRLVNTPYVD KRLVNTPYVDNSY 58.23 1567.799438 1.075392655 LACTB_HUMAN[381-393] 
ARYLENYDAIRVTHETSAH KFLEESVSMSPEERARYLENYDA 53.43 2762.28569 1.911822524 UCHL3_HUMAN[121-143] 
ASDKDITVSKNTSLPPLWS KNTSLPPLWSPEAERSH 46.12 1947.98024 0.878345665 NU153_HUMAN[200-216] 
ATWETILDGKRLPPFETFS KRLPPFETFSQGPTLQF 46.78 1992.046906 4.381422934 SUZ12_HUMAN[341-357] 
AVDDGVNTFKVLTRDKRLV KEDGAISTIVLRGSTDNLMDDIERAVDDGVNTF 33.32 3565.720627 3.997789365 TCPQ_HUMAN[367-399] 
AVEIDGERIKIQLWDTAGQ KIQLWDTAGQERF 42.61 1590.81543 2.698616017 RB33B_HUMAN[83-95] 
AYLGDTSEAKEFAKQFLER KEVESPYEVHDYIRAYLGDTSEA 37.38 2670.244904 4.88644318 PERQ2_HUMAN[1162-1184] 
CAELEEALQKTRIELRSAR KARCAELEEALQ 31.56 1416.703064 1.658780912 CTRO_HUMAN[1269-1280] 
CGKKKVWLDPNETNEIANA PNETNEIANANSRQQIR 43.94 1953.961609 -1.488258514 RL19_HUMAN[26-42] 
CPEALFQPSFLGMESCGIH KSYELPDGQVITIGNERFRCPEALFQPS 45.96 3250.608078 4.873857328 ACTB_HUMAN[238-265] 
CQILEEQDFKEEDFGLFQL KRCQILEEQDF 39.33 1464.703094 1.166106638 GLMN_HUMAN[11-21] 
CSWQDLKDYMRQAGEVTYA MRQAGEVTYADAH 76.47 1447.651398 -0.969846748 SFRS4_HUMAN[124-136] 
DAEVLRKAMKGFGTDEQAI KGFGTDEQAIIDCLGSRSN 60.7 2066.969116 2.939569804 ANX11_HUMAN[214-232] 
DAIILIFANKQDLPDAMKP KQDLPDAMKPHEIQE 68.19 1777.866852 -1.681790735 ARF6_HUMAN[123-137] 
DALSDLALHFLNKMKIMVI KSILRDALSDLALH 50.64 1550.878006 2.009184467 TCPD_HUMAN[302-315] 
DAVTYTEHAKRKTVTAMDV KVFLENVIRDAVTYTEHA 71.39 2104.095291 5.927963459 H4_HUMAN[60-77] 
DEEEETHMKKSESEVEEAA KSESEVEEAAAIIAQRPDNPREFF 73.64 2732.340515 2.978032919 DREB_HUMAN[271-294] 
DEEQTAESIKNQMTVKEWE KELRDEEQTAESI 35.28 1546.747437 0.610959474 MCM6_HUMAN[313-325] 
DETLAKQTLKDKTGTDSNS KDKTGTDSNSTESSETSTGSLC 88.05 2290.970703 -1.191634619 FNBP4_HUMAN[652-673] 
DFIGVDSTGKRLLFMANEA KAVEQRDFIGVDSTG 57.87 1620.81076 0.908187456 EI2BG_HUMAN[150-164] 
DGIISDIFDKKEKTLLQKL KFFTDLRDGIISDIFD 41.7 1900.957092 3.808607796 E2AK2_HUMAN[493-508] 
DGKMDKEETKDWILPSDYD KDWILPSDYDHAEAEA 42.83 1858.837326 3.640985634 CALU_HUMAN[255-270] 
DGQVHLFEHILNGYCKKPL AVVCRDGQVHLFEH 45.18 1665.804581 1.392720387 WDR43_HUMAN[288-301] 
DGYYIQAQCAIIMFDVTSR KFGGLRDGYYIQAQC 43.49 1774.846085 2.449226463 RAN_HUMAN[71-85] 
DHSMEDPDKKGESKTKSEA IMSCSPDTQCSRDHSMEDPDK 38.68 2494.982147 -0.342687823 UBE2O_HUMAN[397-417] 
DIFAQQRESKETAPGGTES KETAPGGTESQSLRTNEN 35.82 1917.902786 -0.539130558 RHG18_HUMAN[182-199] 
DKAVESLRAISHEHSPSDL ISHEHSPSDLEAHFVPLV 44.16 2012.99559 2.782917175 2AAA_HUMAN[115-132] 
DLAALEDKVKALCAEADRL KALCAEADRLQQSHPLSATQIQV 38.51 2563.317642 2.262302535 SPTA2_HUMAN[312-334] 
DLEASIARYKEEYAVLISE KANEVEQMIRDLEASIARY 68.39 2235.131699 2.009724976 DYHC1_HUMAN[3429-3447] 
DLGEELEALKTELEDTLDS KRDLGEELEAL 42.77 1271.672089 0.002359099 MYH11_HUMAN[1141-1151] 
DLISHDEMFSDIYKIREIA YRDLISHDEMF 38.29 1424.639435 3.642325119 TCTP_HUMAN[4-14] 
DLSEELEALKTELEDTLDT KRDLSEELEAL 35.14 1301.682648 2.484476539 MYH10_HUMAN[1141-1151] 
DLTGVQNLRKKHKRLEAEL KLLVGSEDYGRDLTGVQNLR 72.13 2232.186234 1.369509387 SPTA2_HUMAN[1784-1803] 
DLTSWVTEMKALINADELA KALINADELASDVAGAEALLDRHQEH 65.52 2785.399429 4.60400755 SPTA2_HUMAN[381-406] 
DMTGLPHNRKCFDCDQRGP KCFDCDQRGPTYVNM 38.36 1889.785889 2.377518017 NUPL_HUMAN[28-42] 
DNDKTRYMGKGVSKAVEHI AAVPSGASTGIYEALELRDNDKTRYMG 63.54 2884.402481 4.594365761 ENOA_HUMAN[33-59] 
DNSILPPLDKEKGETLLSP KEKGETLLSPLVMCGPHGL 61.88 2065.070007 1.072118617 ZO1_HUMAN[1687-1705] 
DNTAGPHCEKCSDGYYGDS ACNGHSETCDPETGVCNCRDNTAGPHCE 61.84 3204.180847 0.978097102 LAMC1_HUMAN[725-752] 
DPLYILDNNHTHLLLVDNG LAQYLMDDFTRDPLYILDNN 36.89 2429.157288 3.850718126 TRPM8_HUMAN[237-256] 
DPQHDLDRVKKPEWVILIG KEIEQEAAVELSQLRDPQHDLDRV 55.09 2817.425659 4.94564957 UCRI_HUMAN[182-205] 
DPQTPVLQTKHRARAVTCK KICRDPQTPVLQT 40.76 1554.818817 -1.17248388 TPX2_HUMAN[362-374] 
DSLLQDGEFSMDLRTKSTG KCSVIRDSLLQDGEF 35.86 1765.866882 2.991165446 PROF1_HUMAN[70-84] 
DSQTQAILTKLKCAAGLAE KAESTPEIAEQRGERDSQTQAILT 38.88 2657.325607 -0.283743926 CSN1_HUMAN[204-227] 
DTYGVRPLFKAMTEDGFLA LGRDTYGVRPLF 35.43 1392.751389 2.257402164 ASNS_HUMAN[135-146] 
DVAPRIGYPKPALLHSTFF KPALLHSTFFPALQGAQT 55.88 1926.036331 3.115725235 SYWC_HUMAN[331-348] 
DVHTLLDRVVRQHVREASI AQAARDVHTLLDRV 33.02 1563.848129 2.163253539 EXOS4_HUMAN[218-231] 
DVYTGDALRICIVTKEGIR KDVFISAAERDVYTGDALR 59.17 2125.080368 0.1289363 PSB1_HUMAN[204-222] 
DWLRVVANSKESYELRYFQ KESYELRYFQINQDEEEEEDED 122.32 2836.183456 1.391658918 RL22_HUMAN[107-128] 
DYDAMGSQTKFVQCPDGEL SFTRARDYDAMGSQT 55.3 1704.752579 1.362661086 RUVB2_HUMAN[208-222] 
DYSKKPTPDKCAADVKAPL KCAADVKAPLEVAQEH 87.38 1764.882843 -0.928673541 PROSC_HUMAN[260-275] 
EACANENAHKDFKKAVGAC KCTVDVPEDLREACANENAH 62.17 2327.027023 2.874483164 FXR1_HUMAN[128-147] 
EACSNENVHKEFKKALGAN KVTMAVPEDLREACSNENVH 31.42 2298.073242 3.228791783 FXR2_HUMAN[138-157] 
EAEAAIYHLQLFEELRRLA QHLIAREAEAAIYHL 57.91 1733.921249 2.879600214 KPYM_HUMAN[378-392] 
EAHAQSIGMNRLTESINRD KVALLDVFREAHAQSIGM 61.13 1984.056396 1.465684144 MCM3_HUMAN[748-765] 
EAKQAEKLSKENVSVSVQP KENVSVSVQPGSSSVSRAGSLH 46.75 2211.124374 -1.176776861 K1211_HUMAN[1124-1145] 
EATQILSVPKVDDEILGFI KYPVSSREATQILSVP 30.46 1773.962479 1.867570503 LAP2A_HUMAN[519-534] 
ECLPLIIFLRNRLKYALTG KLRECLPLIIFL 33.65 1513.905411 4.082817827 RS4X_HUMAN[37-48] 
EDEELNNPMKVLENRTKDS KEREDEELNNPM 57.5 1502.667068 -1.040816049 CCD94_HUMAN[123-134] 
EDIVDTMVFKPSDVMLVHF KASEPAGGPRREDIVDTMVF 35.32 2174.078995 0.766761467 ATX2L_HUMAN[166-185] 
EDSKGLAAHRLEQCEVPER RLEQCEVPEREEQEQQAEVS 58.16 2472.118652 2.276994268 SMTN_HUMAN[152-171] 
EDYVPYTGEKKGKIFIPKQ KDREDYVPYTGE 35.61 1470.662674 1.752951269 TMOD3_HUMAN[81-92] 
EEDFTRILQMEEEYIQQLC KGESQTDIEITREEDFTRILQ 58.45 2507.250336 2.990128226 TCPG_HUMAN[249-269] 
EEYLLLKLFKTALEEEIKS KTALEEEIKS 57.91 1146.613174 1.524489723 IQGA2_HUMAN[940-949] 
EEYLLLRLFKTALQEEIKS KTALQEEIKS 46.11 1145.629166 2.239817278 IQGA1_HUMAN[1027-1036] 
EGERREQVLKALSEEKDVL STTALLEQLEETTREGERREQVL 59.2 2687.372559 2.892416228 CEP55_HUMAN[96-118] 
EGESLEDLMKLSPEELLLR KLSPEELLLRWA 71.38 1453.829254 4.072005006 PLSL_HUMAN[263-274] 
EGLRAREIEKRAQGGDGVL KRAQGGDGVLDATGEEANSNAENP 89.36 2399.094894 2.124551227 DHX57_HUMAN[1187-1210] 
EGQEDQGLTKDYGNSPLHR KHQNVQLPREGQEDQGLT 41.89 2076.034821 0.670508985 PTBP1_HUMAN[410-427] 
EHRLSAADEKAVSAAEEVK KAVSAAEEVKTY 75.06 1294.676849 -0.281923632 MIA3_HUMAN[1558-1569] 
ELEAFSILQKSGKPILEGA KSGKPILEGAALDEAL 56.62 1610.887894 1.296179584 CD015_HUMAN[66-81] 
ELEVQHPAAKMIVMASHMQ KLFVTNDAATILRELEVQHPAA 74.34 2435.31723 2.706834214 TCPQ_HUMAN[62-83] 
ELPETDADLKRICKTIVEA KNDVGYRELPETDADL 42.2 1833.874451 2.612501634 CD027_HUMAN[233-248] 
ELQCLTPRGRYDIRIYPTF KADVIQATGDAICIFRELQCLTPRG 49.98 2831.442215 6.21132224 SSRP1_HUMAN[188-212] 
ELRQRLEDAQLRGQTDLPP ELCALRELRQRLEDA 35.71 1870.968277 9.33473871 WWC3_HUMAN[986-1000] 
EMISSLGVSKAVLNNVIFC KCAEIDREMISSLGVS 42.45 1793.865143 1.939387703 RAD50_HUMAN[132-147] 
EMQQLSGGQKSLVALALIF KQGEMREMQQLSGGQ 36.07 1705.787567 1.426906871 SMC3_HUMAN[1105-1119] 
EMVVQVEREKTEAEPTHVN KSPPSPVEREMVVQVERE 32.32 2095.073166 -0.713101587 AKA12_HUMAN[1327-1344] 
ENMEAISPLKNGMVEDWDS KQGGPTYYIDTNALRVPRENMEAISPL 40.36 3032.53891 2.048448572 ACL6A_HUMAN[62-88] 
EPVQLETLSIRGNNIRYFI KNREPVQLETLS 39.88 1412.762314 -1.565726929 SMD1_HUMAN[48-59] 
EPVSLEEWTKNIDSEGRIL KNIDSEGRILNVDNM 52.58 1716.846451 2.318786283 TBC15_HUMAN[324-338] 
EQLEEEEEAKHNLEKQIAT KNSFREQLEEEEEA 32.55 1736.785263 -1.837302554 MYH9_HUMAN[1338-1351] 
EQVNDLFSRKFGEAIGMGF KFGEAIGMGFPVKVPYR 48.98 1895.012756 4.141396925 GTF2I_HUMAN[879-895] 
ERLKELVVPKHVMDVVDEE KHVMDVVDEELS 42.89 1399.665329 1.252442254 LONM_HUMAN[432-443] 
EVEKVKLDQKRLDQELDFI KRLDQELDFILSQQ 74.37 1731.915527 3.722467926 NUP62_HUMAN[387-400] 
EVPGPDCRFLIVAHDDGRW KDGNVTCEREVPGPDCRF 31.19 2134.952438 0.160659317 FSCN1_HUMAN[74-91] 
EVPREALAFIIRSFGGEVS NREVPREALAF 30.21 1300.688751 -0.228340562 PESC_HUMAN[335-345] 
EVQYTLEMIKLVPHNESAW KLVPHNESAWNYL 45.45 1569.793945 0.061791549 FNTA_HUMAN[268-280] 
FACAVVCIQKADIFMFDEP KADIFMFDEPSSYLDVKQRL 89.21 2401.198761 3.578212741 ABCE1_HUMAN[234-253] 
FDVQLKDLEKWQNNLLPSR KWQNNLLPSRQFGF 60.28 1733.900162 2.156986937 RS15A_HUMAN[88-101] 
FEEEELQRLRLVDSIKNYR SSRFEEEELQRL 48.27 1521.742294 2.397252159 DDX54_HUMAN[549-560] 
FENKEALLRKVADEGSGPT KVADEGSGPTAGDMAGLERPRAAS 78.4 2342.128448 0.202806981 K1671_HUMAN[300-323] 
FGEVVDCTIKTDPVTGRSR KDLTEYLSRFGEVVDCTI 57.28 2144.045975 3.767176681 HNRDL_HUMAN[162-179] 
FGGALDAAAKMFSKAFDSG KDLVSSLTSGLLTIGDRFGGALDAAA 30.21 2547.354431 3.171918247 ACLY_HUMAN[918-943] 
FGRDLNYCFSGMSDHRYGD SGMSDHRYGDGGSTFQSTTGHCV 52.31 2442.991776 -2.297592671 HNRH1_HUMAN[269-291] 
FGSRNGKTSKKITIADCGQ KKITIADCGQLE 68.16 1374.717682 -2.618719499 PPIA_HUMAN[154-165] 
FIAAGRLHCKIDKVNEIVE KIDKVNEIVETNRPDS 47.54 1855.963928 -2.35241641 PSMD6_HUMAN[346-361] 
FKQEGVLNSKVGMDYRSCI KVGMDYRSCILRPGGSEDASAML 31.47 2512.187225 0.942604905 THOP1_HUMAN[636-658] 
FLEGVRNVASVCLQTGYPT SRFLEGVRNVA 42.46 1246.678207 1.658006042 RLA0L_HUMAN[213-223] 
FLLELQISNNRLEDAGVRE NRLEDAGVRELCQGLGQPGSVLR 48.74 2523.297592 2.575994215 RINI_HUMAN[351-373] 
FPPVVFYTPKELGGLGMLS KELGGLGMLSMGHVLIPQSDLRWS 64.56 2623.361435 2.416365475 PRP8_HUMAN[1320-1343] 
GAGVPPSKSKKGQTPGGAQ NYCTSVHQSNQARGAGVPPSKS 32.8 2344.097839 -2.41286857 CUL1_HUMAN[51-72] 
GAPYNALTGKDSTRGVAKM KEFYGRGAPYNALTG 36.58 1642.810333 3.975504578 NENF_HUMAN[79-93] 
GDADSHASMKSLLTSRPED KFSGVAGEAPSNPSVPVAVSSGPGRGDADSHASM 51.1 3224.515671 4.193187871 FHOD1_HUMAN[1020-1053] 
GDEELDSLIKATIAGGGVI KATIAGGGVIPHIH 78.17 1369.78302 -1.487826882 H2AV_HUMAN[102-115] 
GDFCIQVGRNIIHGSDSVK NIIHGSDSVKSAE 63.44 1355.668091 -1.009834198 NDK8_HUMAN[100-112] 
GDLEILGYCMIQWLTGHLP SRRGDLEILGYC 38.88 1437.70343 -0.824926737 VRK1_HUMAN[239-250] 
GDQESAEANKFQVTDSAAF RAAVATTRGDQESAEAN 41.94 1745.829224 -0.160955033 NOC2L_HUMAN[178-194] 
GEECPYRHEKPTDPDDPLA KPTDPDDPLADQNIKDRYYGINDPVAD 42.43 3044.43631 2.362670546 RBM22_HUMAN[185-211] 
GERDSQTQAILTKLKCAAG KAESTPEIAEQRGERDSQTQA 41.04 2330.109802 2.154834075 CSN1_HUMAN[204-224] 
GEVEEDKENKEYSEKCVTS KEIPLSETERGEVEEDKEN 41.03 2230.060043 -0.942575518 GOGB1_HUMAN[1025-1043] 
GFAFVRFHDKRDAEDAMDA KRDAEDAMDAMDGAVLDGREL 96.94 2277.036514 2.361841792 SFRS2_HUMAN[65-85] 
GFGFVTFSSMAEVDAAMAA MAEVDAAMAARPHSIDGRVVEP 68.11 2321.12561 0.483816987 ROA2_HUMAN[72-93] 
GFHQEVFLGKDLGGFDEDA KDLGGFDEDAEPRR 66.43 1603.759033 -4.67152474 CAB45_HUMAN[85-98] 
GGGQIIPTARRVVYSAFLM KILDAVVAQEPLHRGGGQIIPTA 65.14 2382.338318 5.908480711 U5S1_HUMAN[790-812] 
GGNKKYRALRLDVGNFSWG RLDVGNFSWGSECCTR 61.95 1942.841431 2.368180916 RS8_HUMAN[59-74] 
GGVSLAALKKALAAAGYDV KALAAAGYDVEKNNSRI 89.39 1818.958755 1.120970992 H11_HUMAN[67-83] 
GHRVIPAALKAFRRLVNSQ LLDIDGVLVRGHRVIPAAL 34.81 2026.205124 2.185366105 CECR5_HUMAN[50-68] 
GISEFIVMAADAEPLEIIL KTLNRGISEFIVMA 33.85 1577.859924 3.7316367 NH2L1_HUMAN[44-57] 
GLDISHISQRLESLSAATT KASVLLGSRGLDISHISQ 58.75 1880.047943 0.973911334 NUP93_HUMAN[59-76] 
GLDVEDVKFVINYDYPNSS KAPILIATDVASRGLDVEDVKF 72.69 2356.300201 3.705385246 DDX17_HUMAN[389-410] 
GLFDEYGSKKSDYIKLYVR KSILFVPTSAPRGLFDEYGSK 97.74 2311.221222 3.72530328 ENPL_HUMAN[384-404] 
GLVGEIIKRFEQKGFRLVG DGVQRGLVGEIIKR 48.02 1538.889267 1.725270334 NDKA_HUMAN[14-27] 
GLVGIEFKEKLLSAERAVT KLLSAERAVTGY 50.55 1306.724472 -0.197440245 DESP_HUMAN[2328-2339] 
GMGSLDAMDKHLSSQNRYF KYRGMGSLDAMD 34.54 1342.600937 -0.828987951 IMDH2_HUMAN[410-421] 
GMGSLDAMEKSSSSQKRYF KYRGMGSLDAME 51.96 1356.616577 -0.650883982 IMDH1_HUMAN[410-421] 
GMIPVPYVEKYRPASASVS KRGMIPVPYVE 32.11 1287.700912 1.692939703 CRK_HUMAN[178-188] 
GMPQEERLSRYQQFKDFQR AQLLVEQNFPAIAIHRGMPQEERLS 74.34 2846.486084 3.115771424 UAP56_HUMAN[304-328] 
GPTEADELMKRVGFQYEGT KPKPIPYIYGSRGPTEADELM 57.14 2361.203827 0.824155872 G6PD_HUMAN[476-496] 
GRLWIAATAKKPSPQEVSE KKPSPQEVSELQATY 44.79 1703.872986 -0.482430326 TRIP4_HUMAN[474-488] 
GSELQNYFTKILEDDLKAI KILEDDLKAIIKP 55.84 1494.902084 1.625524525 ABCE1_HUMAN[158-170] 
GSPQQIDHAKQLIEEKIEG KLFIIRGSPQQIDHA 34.26 1721.957672 -0.104532186 FUBP2_HUMAN[473-487] 
GVESQGMLLCASIEGINRQ KMRGVESQGMLL 37.16 1347.700256 0.293833883 SYYC_HUMAN[430-441] 
GVFNVQMEPKVVTDTDETE KRGVFNVQMEP 32.81 1303.670685 -0.606748322 IF2A_HUMAN[265-275] 
GWEEGVAQMSVGQRAKLTI KQEVIRGWEEGVAQM 38.9 1758.872284 3.751267252 FKB1A_HUMAN[53-67] 
GYSFTTTAEREIVRDIKEK KILTERGYSFTTTAE 46.53 1715.873001 1.365485673 ACTB_HUMAN[191-205] 
HCGLRVFGFSLITNKVIMD KLGADAVGMSTVPEVIVARHCGLRVFGF 52.37 2985.568115 1.207475382 PNPH_HUMAN[211-238] 
HCNGVDWRQKLDSQRGAVI KLDSQRGAVIATEL 39.99 1499.830734 2.55228801 EIF3D_HUMAN[412-425] 
HEQEQRRLERALAEGQQRG RALAEGQQRGGQLQEQLTQ 43.13 2110.087906 -0.404248561 EDC4_HUMAN[1007-1025] 
HFLRMQQLAKTQEERAQLL KTQEERAQLLQPTLEINP 36.87 2107.127289 3.015954486 TRAP1_HUMAN[629-646] 
HFWMLVLFVIFNSLQGLYV MAYRHFWMLVLFV 30.99 1727.868011 -6.29677726 GPR98_HUMAN[6127-6139] 
HGDLPDIQIKHSSLITPLQ KHSSLITPLQAVAQRDPIIA 70.06 2157.226959 0.766261516 PRKDC_HUMAN[2786-2805] 
HGESAWNLENRFSGWYDAD NRFSGWYDADLSPAGHEEA 68.47 2120.918777 1.850613066 PGAM1_HUMAN[20-38] 
HGSLGFLPRKRSSRHRGKV FSAPRHGSLGFLPR 35.14 1540.826279 -0.731425739 RL3_HUMAN[6-19] 
HQFRWSEIQKGVREVTEPL KGVREVTEPLNLNPA 31.1 1635.894394 2.976964783 NEUA_HUMAN[185-199] 
HQLQEASRNRDRAEEPMAT RDRAEEPMATEPAPAGAPGDLGSQPPAA 99.73 2758.298019 1.317116561 EIF3X_HUMAN[1273-1300] 
HRGKRVVFLKQLASGLLLV KQLASGLLLVTGPLVLNRVPLR 62.15 2356.468201 3.531131885 RL6_HUMAN[166-187] 
HRGKVKSFPKDDPSKPVHL KDDPSKPVHLTAFLGY 48.94 1786.925385 0.6866543 RL3_HUMAN[34-49] 
HTPLSKLMKAYCERQGLSM AYCERQGLSMR 36.35 1369.623062 -0.174500566 SUMO2_HUMAN[46-56] 
HVAEVLEYTKDEQLESLFQ KDEQLESLFQRTAWVFDDKY 71.4 2517.21759 4.613427161 IF2A_HUMAN[123-142] 
HYGEHVCTAKLPKQFKFAP VMQGDVIRHYGEHVCTA 46.07 1970.909119 0.139529518 MBB1A_HUMAN[324-340] 
HYGGLTGLNKAETAAKHGE LNERHYGGLTGLN 39.08 1442.726608 1.473598663 PGAM1_HUMAN[87-99] 
IDEMPEAAVKSTANKYQVF KGYPHWPARIDEMPEAAV 36.92 2066.004349 2.078892042 HDGF_HUMAN[21-38] 
IEEELGSKAKFAGRNFRNP KYNQLLRIEEELGSKA 49.45 1890.021011 2.429073525 ENOA_HUMAN[406-421] 
IFANTESYLKRRQKTHVPM KDAEMDRIFANTESYL 40.45 1901.882889 3.156345764 NCBP1_HUMAN[188-203] 
IFDLGRKKAKVDEFPLCGH KVDEFPLCGHMVSDEYEQLSSEALEAARICAN 61.6 3667.659241 7.244402561 RL10_HUMAN[42-73] 
IFHELTQTDKALFNRLVPS IDARIFHELTQTD 30.82 1557.778717 2.077958804 C1TC_HUMAN[460-472] 
IGAEVYHHLKGVIKAKYGK KLAMQEFMILPVGASSFKEAMRIGAEVYHHL 58.73 3518.787613 7.527876903 ENOB_HUMAN[162-192] 
IGAEVYHNLKNVIKEKYGK KLAMQEFMILPVGAANFREAMRIGAEVYHNL 45.41 3518.798828 4.653576632 ENOA_HUMAN[162-192] 
IGHRYIEIFKSSRAEVRTH IGHRYIEIF 41.02 1146.618561 3.358571133 HNRH1_HUMAN[176-184] 
IGKFEARFFHLAFEEEFGR HLAFEEEFGRV 41.73 1332.64624 4.65539902 EIF3I_HUMAN[271-281] 
IGRGGRFGRKGVAINMVTE KGVAINMVTEEDKRTL 44.43 1802.956009 0.816437003 IF4A1_HUMAN[369-384] 
IGVLDEGKMKLDYILGLKI LVRIGVLDEGKM 40.2 1328.748596 1.216181906 RS9_HUMAN[81-92] 
IIGVDINKDKFARAKEFGA KVAGASRIIGVDINKD 52.31 1654.9366 1.264096764 ADHX_HUMAN[212-227] 
IITEGFEAAKEKALQFLEE KQADLYISEGLHPRIITEGFEAA 64.2 2557.317612 6.057910025 TCPZ_HUMAN[104-126] 
IKKNEYSIPKHINPVAASL KHINPVAASLIQ 31.31 1289.745544 0.50397538 PLK1_HUMAN[272-283] 
ILDAAGANLKVISTMSVGI KVISTMSVGIDHLALDEIK 106.65 2068.12381 3.338291434 GRHPR_HUMAN[76-94] 
ILGPRGLTAKQLEAETGCK KEYPDFNFVGRILGPRGLTA 35.27 2249.195679 4.673670725 QKI_HUMAN[91-110] 
INEILSNALKRGEIIAKQG KMGGMEGPFGGGMENMGRFGSGMNMGRINEILSNAL 40.05 3746.691772 4.598990536 HNRPM_HUMAN[345-380] 
INLLVKSFIKWCNSGSQEE KWCNSGSQEEGYSQYQR 121.28 2105.886093 0.342373694 THOC7_HUMAN[36-52] 
INLVLSRELKEPPQGAHFL KEPPQGAHFLSRSLDDAL 31.64 1980.00647 1.406056012 DYR_HUMAN[81-98] 
IPDEIIDMVKEEVVAKGRG KYLRIPDEIIDMV 33.11 1603.864334 3.815784085 LSM4_HUMAN[67-79] 
IPVNTRFQTKIPNIYAIGD KNLGLEELGIELDPRGRIPVNTRFQT 40.13 2964.614471 3.579554814 DLDH_HUMAN[320-345] 
IQAGEIGEMKDGVPEGAQL RVLPHPNRIQAGEIGEM 40.07 1916.00502 -0.98486172 DBPA_HUMAN[251-267] 
IQEVADELQKMLLVDELRD KMLLVDELRDAVLL 52.29 1626.937836 3.526871078 ARF4_HUMAN[109-122] 
IRELTAVVQKRFGFPEGSV KRFGFPEGSVELYAE 52.08 1727.851868 1.501286104 RS3_HUMAN[75-89] 
IRQNEINNPKFNFLNPNDP KFNFLNPNDPYHA 53.75 1575.747009 1.646837966 SF3A1_HUMAN[80-92] 
IRRQLAREKKLYANMFERL KLYANMFERLAEEEN 40.3 1855.87738 4.425938959 FKBP4_HUMAN[409-423] 
ISEQFTAMFRRKAFLHWYT KRISEQFTAMF 51.27 1356.685989 1.094579005 TBB2A_HUMAN[379-389] 
ISQLEMARQKKESEAVEWQ KTQEQLALEMAELTARISQLEMARQ 97.59 2887.489487 5.782185554 MOES_HUMAN[412-436] 
ITDKGLELIAEHLSQLTGI RITDKGLELI 33.64 1156.681549 -6.06649255 FXL14_HUMAN[342-351] 
ITPELLTRGKFNTSDVSAI KEGLLFEGRITPELLTRG 37.52 2028.136749 2.520540098 HXK1_HUMAN[315-332] 
ITTMQLEREKALEHKNRMS KDMDLWEQQEEERITTMQLERE 77.99 2836.300705 3.112504956 EIF3A_HUMAN[720-741] 
IVSQPQPARRLDPPSRFSG KAGLLQPPVRIVSQPQPAR 45.62 2054.211258 0.118293578 CCAR1_HUMAN[275-293] 
KAALRQITDKAREFGAGPL KAREFGAGPLFNQILP 37.49 1756.962418 3.589149054 SF3B1_HUMAN[522-537] 
KALIPVSQKSSQAEACSES SETKIMSPRKALIPVSQK 33.24 2028.140106 1.850956938 DTL_HUMAN[520-537] 
KAMSKLGLRQVTGVTRVTI QVTGVTRVTIR 31.22 1228.725189 2.077763216 NACA_HUMAN[87-97] 
KAWNNQVCCKDLWYLETEK KDLWYLETEKPPPPARVQL 76.64 2279.231369 1.897569531 HCFC1_HUMAN[354-372] 
KDLARYRLGKRGLEELSLA KRGLEELSLAQT 31.88 1343.740845 1.435544664 CLCN7_HUMAN[794-805] 
KESAFKSMLKQAAPPIELD KQAAPPIELDAVWEDIRERFV 55.65 2481.301575 4.263085191 PR40A_HUMAN[755-775] 
KFHEAQLSEKISLQAIQQL KISLQAIQQLVR 43.63 1395.856155 2.283186551 NU155_HUMAN[775-786] 
KFLKGLASRKPLVLCGDLN KPLVLCGDLNVAHEEIDLRNP 91.48 2401.242355 1.086520898 APEX1_HUMAN[203-223] 
KGRPRKTNFKGLSEDTRST KGLSEDTRSTSSHGTDEMESS 51.41 2239.94989 -0.038393716 PHF6_HUMAN[173-193] 
KILDDICVAKAVECPPPRT KAVECPPPRTTARLLD 38.86 1822.972336 0.612187019 SYK_HUMAN[430-445] 
KIRAAQNISKTIATSQNRI KTIATSQNRIYL 42.21 1406.788132 4.719971578 PHB2_HUMAN[262-273] 
KKKNNIKLYVRRVFIMDNC VRRVFIMDNCEELIPEYLN 40.56 2409.182053 5.035318931 HS90A_HUMAN[365-383] 
KKLGEFFQTKYDWDLLAAR KYDWDLLAAR 33.67 1249.645493 4.088359482 U5S1_HUMAN[721-730] 
KKLSELLRYYTSASGDEMV KLSELLRY 39.62 1020.596741 3.618471284 HS90A_HUMAN[458-465] 
KLAQQIANCKQCIERSASL KQCIERSASLISQAEHSL 44.97 2056.037094 0.967394998 TRI18_HUMAN[303-320] 
KLLSSLGGFKLAHGLLEEL KLAHGLLEEL 48.37 1121.644424 2.351903993 GCN1L_HUMAN[599-608] 
KLTARSDRVKSVDLHPTEP KSVDLHPTEPWMLA 41.89 1622.812653 1.921971704 COPB2_HUMAN[19-32] 
KNMQLTAGSKLREMESNWV KLREMESNWVSLVS 30.57 1676.85556 2.185042103 SPF27_HUMAN[177-190] 
KPEQIVDFLKKKHDFVDLI KVLSILISRKPEQIVDFL 32.91 2097.256134 1.915359757 SAPS3_HUMAN[126-143] 
KQEELTDEEKEIINRVIAR KEIINRVIA 35.78 1054.649841 -1.466837561 RP3A_HUMAN[55-63] 
KRLDIQEALKRPIKQKRKL KRLDIQEAL 32.79 1084.624023 1.326727022 SMRD1_HUMAN[125-133] 
KTRIIDVVYNASNNELVRT KTRIIDVVY 44.3 1105.649536 0.638538684 RS8_HUMAN[75-83] 
KVAECQRKLKELEVAEGGK KELEVAEGGKAELERLQ 103.9 1898.010849 3.532645772 CDC37_HUMAN[69-85] 
KVTKGNVTIKIWDIGGQPR KIWDIGGQPRF 31.29 1315.703705 2.87830762 ARL8B_HUMAN[68-78] 
KVVAARAPRKVLGSSTSAT KVLGSSTSATNSTSVSSR 43.61 1767.896271 -0.526048963 PAF_HUMAN[24-41] 
KYNRFEKRHKNMSVHLSPC KNMSVHLSPCF 48.31 1318.616211 1.738944191 RS11_HUMAN[107-117] 
LAHEDAECEKLMELYERLE KLMELYERLEELDAD 42.23 1865.90802 4.465386241 ABCF2_HUMAN[188-202] 
LAHLLASAQKEPEAAAPAP KEPEAAAPAPGTGGDSVCGETHR 79.58 2293.039322 -1.621864904 GOGA2_HUMAN[765-787] 
LAQERKAWRKDHPFGFVAV KDHPFGFVAVPT 49.28 1313.676849 1.1136681 UBC9_HUMAN[18-29] 
LARSYLRRPAVVYIGSAGK AVVYIGSAGKPHERVEQ 36.59 1838.963882 2.09357021 DDX23_HUMAN[625-641] 
LDEELEDAEKNLGESEIRD KNLGESEIRDAMMA 47.99 1563.738464 1.974754776 PSMD6_HUMAN[93-106] 
LDQEEAQYQREYSEFKRQQ KVQAEAERLDQEEAQYQ 42.77 2033.965363 1.164719932 BECN1_HUMAN[214-230] 
LEAFLTQKAKVGELKDDDF KVGELKDDDFERISELGAGNGGVVT 57.12 2604.303131 -0.021886853 MP2K2_HUMAN[63-87] 
LEAMCFDGVKRLCHIRGKL KMLGNGRLEAMCFDGV 35.57 1796.837173 3.567379447 IF1AX_HUMAN[40-55] 
LECCENEVEKVIEEIRCKA KQYSDRLECCENEVE 34.66 1957.81456 1.427101451 NUB1_HUMAN[43-57] 
LEDLNFPEIKRRKMADRKD KERLEDLNFPEI 37.09 1501.777618 3.539805053 NOC2L_HUMAN[637-648] 
LEELHVIDVKFLYGCQAPT KFLYGCQAPTICFVYQDPQGRHV 31.06 2783.331238 1.586228739 DDB1_HUMAN[168-190] 
LEETQALLRKKEKEFEETM KVQTRLEETQALLR 44.25 1683.963135 -1.106318756 DCTN1_HUMAN[993-1006] 
LFNTAVCESKDLSDTVRTV KDLSDTVRTVL 46.46 1245.692871 1.937074584 NARG1_HUMAN[724-734] 
LFPLIQTMHSNLAGKITGM KQMLGERLFPLIQTMH 49.21 1941.032822 2.065910455 PABP4_HUMAN[568-583] 
LFTPDVIRAMASINERPVI KPSTIIGVAGAGRLFTPDVIRA 54.71 2238.284836 2.795444038 MAOM_HUMAN[385-406] 
LGAMDIDTHKKGKEDLQTN KSGGNEVSIEERLGAMDIDTH 41.44 2257.064453 1.899812827 WDR43_HUMAN[430-450] 
LGGIGQFLAKAIEPPPLDA KAIEPPPLDAVIEAEHTLRELDALDANDELTPLG 35.69 3664.88353 4.906295071 DHX9_HUMAN[819-852] 

LGLGEGAEEKSIPTLISRL SLGRAEYGRLGLGEGAEE 52.49 1862.912216 1.098817208 RCC1_HUMAN[317-334] 
LGPGMADICKNYISQYSEI KEECDRLGPGMADIC 44.55 1749.748413 2.075155476 SAP_HUMAN[227-241] 
LGYPVLVRAAFALGGLGSG AARMAEIGEHVAPSEAANSLEQAQAAAERLGYPVLVRA 64.5 3946.011841 5.709815608 PYR1_HUMAN[519-556] 
LKFEKYFNHKALQLLHCFP KALQLLHCFPLDIRL 70.5 1836.044373 5.539626465 UBA6_HUMAN[714-728] 
LKKYEAAYGKQFTPCQLLA KQFTPCQLLADHANSPNK 102.46 2068.015991 -1.076877553 ECHA_HUMAN[742-759] 
LKPTRKFAYLGRLAHEVGW LGRLAHEVGW 42.35 1136.60907 1.323234206 RL13A_HUMAN[138-147] 
LKQIKEFHRKHPNEICVPM KHPNEICVPMSVEFEELL 42.77 2170.043839 4.14415591 SF3A3_HUMAN[97-114] 
LLAEPVPGIKAEPDESNAR KAEPDESNARYFHVVIAGPQDSPFEGGTF 67.63 3164.483948 4.807734926 UBE2N_HUMAN[24-52] 
LLAQQQRAQSQRSVPSGNR SQRSVPSGNRPQQDQQGRPLSVQQ 32.11 2676.34404 -0.350851754 TNR6A_HUMAN[1428-1451] 
LLDSEIKIMKSEVLRVTHE TRLLDSEIKIM 61.15 1317.73259 3.924923797 PRS6A_HUMAN[45-55] 
LLLEDLVKKKIHNANPELT KIHNANPELTDGQIQA 74.14 1747.885284 1.08588362 ACACA_HUMAN[2231-2246] 
LLMRRDKTLKICANHYITP KICANHYITPMMEL 32.84 1719.814621 1.164660409 RANG_HUMAN[97-110] 
LLNILMQLRKCCNHPYLFD KCCNHPYLFDGAEPGPPYTTDMHLVTNSG 70.1 3277.426727 3.739519147 SMCA5_HUMAN[455-483] 
LLRTARGDCRGHQDPSQAT RGHQDPSQATGTTGSSVSCTEE 73.8 2290.972061 0.292452279 CT108_HUMAN[59-80] 
LLSTYLERYKVQNNLYHHC KESSATDEAWRLLSTYLERY 30.28 2417.186249 2.797881215 NU160_HUMAN[1246-1265] 
LLVQYKAAFRQVQGSEISS RQVQGSEISSIDEFCR 94.04 1909.895218 2.567680129 VPS28_HUMAN[82-97] 
LMALLGQALKWQQHQGLLP KWQQHQGLLPPGMTIDLFRG 66.55 2321.210297 3.47017244 SMU1_HUMAN[170-189] 
LNDYIFSFDKMLDDRGNTA KYADLSHNRLNDYIFSFD 36.99 2217.049057 1.589951286 SYRC_HUMAN[504-521] 
LNEFMAGFYIITNKLKENY KQRLNEFMAGFY 30.54 1502.733994 1.861939645 SMC4_HUMAN[1129-1140] 
LNRPLTLSEKIVYGHLDDP KIVYGHLDDPASQEIERG 90.23 2026.011948 2.464941041 ACON_HUMAN[68-85] 
LPQGIVRELKSRGVAYKSR KPGVYAVSVTGRLPQGIVREL 42.81 2238.284836 1.6508176 SPT4H_HUMAN[81-101] 
LQEVIETLLSLEKQTRTAS KEGRLQEVIETLL 39.12 1526.866776 3.691219227 PSD12_HUMAN[36-48] 
LQLEETDHQKNLLDEELQR KNLLDEELQRL 50.31 1369.756485 1.574732461 PLEC1_HUMAN[2339-2349] 
LQREKEFKAKEAAALGSRG KEAAALGSRGSCSTEVEKETQE 71.87 2366.101944 -0.901482713 VATG1_HUMAN[58-79] 
LQTGMRGAFGKPQGTVARV SCAGADRLQTGMRGAF 37.38 1696.777359 2.595508466 RL10L_HUMAN[104-119] 
LRDQLKARYSTTALLEQLE STTALLEQLEETTREGERREQVL 59.2 2687.372559 2.892416228 CEP55_HUMAN[96-118] 
LSALFSSSQKRIAELEEEL KRIAELEEELVCVQ 39.46 1714.892334 1.906825248 GOGB1_HUMAN[2653-2666] 
LSQECEKLKKLMSANASDL KLMSANASDLPLSIECFMNDVDVSGTMNRGK 67.18 3399.593094 6.9855419 HSP74_HUMAN[275-305] 
LSSPVLHRLRLREDENAEP RLREDENAEPVGTTYQ 57.87 1876.891495 -0.614313615 DREB_HUMAN[149-164] 
LVDYLEGIRKNFDEAAKVL RLVDYLEGIR 42.55 1232.687698 2.884753377 CA163_HUMAN[39-48] 
LVEPGSPAEKAGLLAGDRL KLGQYIRLVEPGSPAE 38.38 1755.951904 2.904407569 NHERF_HUMAN[34-49] 
LVNHFVEEFKRKHKKDISQ KATAGDTHLGGEDFDNRLVNHFVEEF 35 2917.363113 2.406282567 HSP71_HUMAN[220-245] 
LVQAFQYTDKHGEVCPAGW KHGEVCPAGWKPGSETIIPDPAG 53.14 2402.168884 4.029691694 PRDX4_HUMAN[240-262] 
LVREIAQDFKTDLRFQSSA RLVREIAQDF 33.16 1245.682953 2.560041455 H31_HUMAN[70-79] 
LWGDIYFNPKTRKFTKKAP KRLWGDIYFNP 30.61 1407.729904 -0.484467935 U5S1_HUMAN[341-351] 
LWQTTEEIPKRETYCPVIV KRETYCPVIVDNLIQLC 33.28 2120.075821 5.505935158 RM37_HUMAN[172-188] 
LYHLSREMRKNLTQDEMQR KNLTQDEMQRMSTRVLLA 46.83 2133.103409 -0.514274177 EIF3A_HUMAN[308-325] 
MAQEVLTHLKEHPDAWTRV RMAQEVLTHL 37.75 1196.63356 3.327668664 XPO1_HUMAN[44-53] 
MATNAAAQNAIKKKLVQRL REAAEGLRMATNAAAQN 30.81 1772.858719 2.207733734 TLN1_HUMAN[891-907] 
MDTEEARPAKRPVFPPLCG KRPVFPPLCGDGLLSG 37.95 1711.907974 3.756043022 PNO1_HUMAN[56-71] 
MGHALEEIKKFLIPDYNDE KFLIPDYNDEIRQ 39.32 1649.841293 -0.00545507 KHDR3_HUMAN[153-165] 
MKESSPSGSKSQRYSGAYG KSQRYSGAYGASVSDEEL 67.69 1945.901718 3.507885284 CHCH3_HUMAN[45-62] 
MLDPEPYVGEMSAVTLARL EMSAVTLARLRATDLDQEVKE 42.07 2374.216187 -6.450549905 CAND2_HUMAN[476-496] 
MNRFTVAELKQLVARPDVV KQLVARPDVVEMHDVTAQDP 58.32 2247.131775 3.00338417 SF3B2_HUMAN[443-462] 
MPGTRFIAFKVPLQKSFEK KDYLPVGQRMPGTRFIAF 35.79 2095.103699 2.630896028 DUS11_HUMAN[36-53] 
MQCECTPLSKDERAQGEIA KDERAQGEIACGEDCLN 61.04 1963.836365 2.310273952 SETD2_HUMAN[1506-1522] 
NAQLAQYNFILVVGEKEKI KIRNAQLAQYNF 41.26 1464.783707 -0.863608732 SYTC2_HUMAN[740-751] 
NEIMHSSEMKVSSTWLRDF KVSSTWLRDFQM 30.54 1496.744583 1.642898881 CX038_HUMAN[172-183] 
NFIVWLEDQKIRHYKIEDR KDETEFRNFIVWLEDQ 51.54 2067.990158 7.047422321 CN166_HUMAN[20-35] 
NHYRRYPRRRGPPRNYQQN RGPPRNYQQNYQNSESGE 84.94 2122.94162 -1.214823797 YBOX1_HUMAN[152-169] 
NIYLMDTSGKVVTATLWGE KVVTATLWGEDADKFDGSRQPVLAI 51.05 2715.423187 2.874321777 RFA1_HUMAN[354-378] 
NKPFKFMLGKQEVIRGWEE KQEVIRGWEEGVAQMSVGQRA 78.32 2357.190994 1.3231851 FKB1A_HUMAN[53-73] 
NLPFDFTWKMLKDKFNECG KACQIFVRNLPFDFTWK 36.87 2169.119354 1.769381658 HNRPM_HUMAN[651-667] 
NLQDAMQVCRNVLLDPQLV KEILSEVERNLQDAMQVC 40.11 2161.050705 2.840285046 TCPG_HUMAN[381-398] 
NPDDPQAQEKFQDLGAAYE KLALQLHPDRNPDDPQAQE 59.53 2184.092316 -0.537065211 DJB11_HUMAN[47-65] 
NQDNLQGWNKTMDGKADVS KFLIDGFPRNQDNLQGWN 40.69 2161.07048 3.920279361 KCY_HUMAN[88-105] 
NQILQNEKKKMQAHIQDLE KMQAHIQDLEEQLDEEEGARQ 97.87 2496.155029 0.153435983 MYH10_HUMAN[947-967] 
NQITQLESLKQLHEFAITE KQLHEFAITEPLVTFQGETENRE 87.16 2715.350388 3.452593095 CEP55_HUMAN[398-420] 
NRPAPYSRPKQLPDKWQHD KQLPDKWQHDLFDSGFGGGAGVETGG 33.47 2702.272537 2.14782185 THOC4_HUMAN[81-106] 
NSAEGTEYFKMLVDVFAPE KMLVDVFAPEFRRP 40.77 1703.918121 2.24130488 K1033_HUMAN[992-1005] 
NTELETLLAKLIQTCQHVE KLIQTCQHVEVNA 61.49 1538.787506 0.913706405 TRI18_HUMAN[243-255] 
PAVTETHQLAELNEKKNER KEETPGQRPAVTETHQL 56.43 1919.970093 0.365109854 SRRM2_HUMAN[108-124] 
PCQPQTRAQKQPGHTNYSS KMEELGLASQPPEGRPCQPQTRAQ 86.09 2707.316986 -1.334531575 RAI1_HUMAN[1500-1523] 
PDGNCFYRAFGFSHLEALL FGFSHLEALLDDSKELQRF 60.24 2251.127319 4.483087169 OTUB1_HUMAN[96-114] 
PDIVNFVHTNLRKNNRQPY KAPIRPDIVNFVHT 33.37 1605.899109 1.39174372 RL4_HUMAN[29-42] 
PDVVLETAWRHNIMDFAMP RHNIMDFAMPYFIQVM 77.03 2011.947052 3.757057122 CLH1_HUMAN[1588-1603] 
PDYKALGILKRQFPNASLI KRQFPNASLIG 41.06 1229.688034 5.603047122 RECQ1_HUMAN[242-252] 
PEGLNFQDLKNQLKHMSVS KACPRPEGLNFQDL 41.13 1643.80896 1.468540481 RFA2_HUMAN[217-230] 
PGPAPLSSRKHVLYVEHRH RIEDSTGLNRPGPAPLSSR 43.7 2022.060623 -0.569221312 TCF25_HUMAN[156-174] 
PGQYVDVTAKTIGKGFQGV AAHFRPGQYVDVTA 35.37 1530.757935 0.938750646 RM03_HUMAN[195-208] 
PGTGQSRSFRILAHLTGTE RILAHLTGTEFMQDPDEEHL 36.31 2351.121582 3.045780386 PDLI7_HUMAN[168-187] 
PGYGAYDAFKHAVSDPSIL KRPGYGAYDAF 32.48 1243.598557 -0.251688938 IF2A_HUMAN[143-153] 
PIFGLTSNYKGMTREEREQ KLINEWSRPIFGLTSNY 57.93 2037.068329 3.418147492 IWS1_HUMAN[680-696] 
PKSTSTSSMKKTTTLSGTA KKTTTLSGTAPAAGVVPSRV 38.16 1940.105484 -0.377299073 MAP4_HUMAN[870-889] 
PLDEKDTSMKLWCAVGVNL KNLPVPVYLRPLDEKDTSM 75.13 2214.171814 3.49024405 JIP4_HUMAN[667-685] 
PLFPHVLCHNCAVEFNFGQ EVLAGRPLFPHVLCH 41.82 1743.924286 0.983987673 HNRPU_HUMAN[436-450] 
PLGAGEALRRVMECLASGI KSIGTCNRPLGAGEALR 40.04 1798.947174 -0.3857812 STRBP_HUMAN[249-265] 
PNLYYEVRQKPSNTEDFIE KPSNTEDFIEDIVKLINGRY 77.61 2350.216843 5.007623035 RECQ1_HUMAN[293-312] 
PPNPIEFLASYLLKNKAQF KERPPNPIEFLA 30.27 1409.766663 2.5330433 DPY30_HUMAN[74-85] 
PPQRQVVLSKFVRQMGDLL SYLGVAHQRPPQRQVVLS 33.07 2034.112289 1.938437726 NU205_HUMAN[478-495] 
PQGGQDILSMMGQLMKPKK KEIIQDVTLHDLDVANARPQGGQDILS 60.1 2944.525406 3.235156328 RUVB1_HUMAN[232-258] 
PQSDTPEIRKYKKRFNSEI KGSVVNVNPTNTRPQSDTPEIR 48.32 2408.240799 -1.061355659 M4K4_HUMAN[898-919] 
PQTTLEQLQKLPPVFKKDG KQTMQVDEHARPQTTLEQLQ 30.8 2380.180496 -0.178557887 THIM_HUMAN[214-233] 
PRFPLFGGWKTHYIVGYNL KTHYIVGYNLPSYEYLY 61.55 2122.041107 6.10025883 RPN1_HUMAN[327-343] 
PRGFAYVQFEDVRDAEDAL EDVRDAEDALHNLDR 38.94 1766.818329 0.828042123 FUSIP_HUMAN[59-73] 
PRRTGERKRKSVRGCIVDA KSVRGCIVDANLSVLNLVIVK 60.05 2296.330063 2.220499606 RS6_HUMAN[95-115] 
PSAQRLIEEKGAVDALAAA KGAVDALAAALAHISGASSFEPRSLITSD 103.9 2854.482452 6.004591126 DDX50_HUMAN[556-584] 
PSDDNPVRANLRTKGKQYC KQIFSVILRPSDDNPVRA 33.13 2054.127258 2.329456455 RPC1_HUMAN[598-615] 
PSGNSSSGGKNGQGEPARV NHITNASQWERPSGNSSSGG 44.44 2084.925995 -0.798109863 PIN1_HUMAN[26-45] 
PSPMQLELRMVQSKRDIED KAQAGEGVRPSPMQLELR 50.15 1966.041794 0.955218758 PDXK_HUMAN[275-292] 
PSSVKVFSGKSERSSSGLL KSERSSSGLLEWES 40.33 1593.763428 2.895034432 HNRPL_HUMAN[507-520] 
PTDYFAEMAKSDLQMQKIR KRPTDYFAEMA 35.1 1327.623047 2.647588868 EBP2_HUMAN[131-141] 
PTEDEDEKEKVADEDDVDN KELAQIAGRPTEDEDEKE 69.79 2056.991241 0.029654963 PPM1G_HUMAN[112-129] 
PTVIYSSNHKLVFSNVNLK TFRSLSTTNVFACSDRPTVIYSSNH 31.42 2859.361008 4.687760644 DDB1_HUMAN[640-664] 
PVKEVGMYGKIAVMELFRP KIAVMELFRP 35.83 1202.684525 2.959213265 DDB1_HUMAN[60-69] 
QAASSLQQASLKLFEMAYK KDSETGENIRQAASSLQQA 54.42 2031.982086 -0.325790274 GRP75_HUMAN[625-643] 
QAREKLAEKKELLQEQLEQ KELLQEQLEQLQREYS 74.81 2033.042877 2.073246978 NEMO_HUMAN[326-341] 
QCRIYELRNKERISVAAAS KERISVAAAS 56.25 1030.577072 -0.659824499 PSB5_HUMAN[130-139] 
QDLTTLDVTKLTPLSHEVI KLTPLSHEVISRQA 41.33 1577.888916 -0.18062108 IF2GL_HUMAN[27-40] 
QELGICPAVKQIDTVAAEW KLRQELGICPAV 36.94 1382.770386 -1.346572084 PYR1_HUMAN[889-900] 
QFPNASLIGLTATATNHVL KRQFPNASLIG 41.06 1229.688034 5.603047122 RECQ1_HUMAN[242-252] 
QGENLILGFSIGGGIDQDP KLRQGENLILGF 32.3 1386.798309 1.496252185 TX1B3_HUMAN[20-31] 
QGFGELLQAVPLADSFRHL KNAGFTPQERQGFGELLQA 36.4 2090.054489 1.54206506 APEX1_HUMAN[228-246] 
QGRPVVICDKEDTETIKNT KCQNALQQVVARQGRPVVICD 46.29 2438.263474 1.217669883 GFPT1_HUMAN[619-639] 
QGSASGKAPALSPQALKHV QEALRRQGSASGKAP 31.43 1554.822617 -7.63045242 SGSM2_HUMAN[106-120] 
QHVEFDMLVKNRTQGIIPL KNRTQGIIPLAPIS 37.05 1506.888184 2.574842673 CL011_HUMAN[35-48] 
QIAEEDFYEKLAASIAPEI KLAASIAPEIYGHEDVK 69.52 1839.973022 2.903303438 MCM7_HUMAN[335-351] 
QILKKIIETKMLMGEVMRE KMLMGEVMREAAF 34.42 1511.729828 2.828547748 VATD_HUMAN[55-67] 
QKRRQEIEQKLEVQAEEER KLEVQAEEER 87.08 1229.625137 -1.720036405 PININ_HUMAN[176-185] 
QKVAEQERTAQQLRAEKAS AQQLRAEKA 30.49 1013.561752 -0.254547885 NUMA1_HUMAN[1423-1431] 
QLRQEVVVCMRRDTALETA MRRDTALETALNA 36.57 1460.740524 2.457657565 SMCA4_HUMAN[424-436] 
QPELPEVIAMLGFRLDAVK PPPNWRQPELPEVIA 36.6 1741.915131 -3.720043465 CTND1_HUMAN[359-373] 
QPNPPLILQRLLGPSAAAD RLLGPSAAADILQLSSSLPLQSRGRA 83.01 2676.503448 4.16364119 HUWE1_HUMAN[2579-2604] 
QQEGESRLNLVQRNVNIFK KLVIITAGARQQEGESRLN 53.88 2082.15451 1.393748632 LDHA_HUMAN[90-108] 
QQEGESRLNLVQRNVNVFK KIVVVTAGVRQQEGESRLN 60.48 2082.154541 -1.603147093 LDHB_HUMAN[91-109] 
QQMEEQVAQKSSELEQYLQ KLIRQQMEEQVAQ 33.89 1599.84024 -1.253875199 SWP70_HUMAN[395-407] 
QRQLFEEQAKAKAAGDDEA KEICNAYTELNDPMRQRQLFEEQA 36.45 2982.396332 2.286751739 SYK_HUMAN[493-516] 
QRQSFLPCLRRGSLPDTQP RRGSLPDTQPSQGPSTP 31.78 1779.886383 0.510706756 KI18B_HUMAN[671-687] 
QSLHTYLRSKMSQVAPSLS KMSQVAPSLSALIGEAVGARLIAHAGSLTNLA 31.27 3145.728104 2.853711352 NOL5A_HUMAN[288-319] 
QSLVLPHSTKERDSELSDT KERDSELSDTDSGCCLGQSESD 98.36 2473.980942 1.346008752 UHRF1_HUMAN[84-105] 
QTVAVGVIKAVDKKAAGAG MRQTVAVGVIK 55.63 1200.701263 1.325058988 EF1A1_HUMAN[429-439] 
QVRGFPLLLQEALRSVKAE QEALRSVKAE 35.16 1129.6091 0.3912858 KIFC3_HUMAN[397-406] 
QYMQMLPKEKQPVAGSEGA KQPVAGSEGAQYR 38.43 1389.700058 -0.918903322 TES_HUMAN[134-146] 
RAAATQPDAKDTPDEPWAF KDTPDEPWAFPAREFLR 50.84 2074.027206 0.25313072 SND1_HUMAN[71-87] 
RAQQEQLLLQKQLQQQQQQ QKQLQQQQQQPPSQLCTAPASSHERASMIDKA 34.7 3618.763077 -1.469286573 AKAP2_HUMAN[281-312] 
RCDMCSNYEKQLQGIQIQE KQLQGIQIQEAETRDQVK 46.76 2111.133453 0.198945263 RABE1_HUMAN[541-558] 
RDLPLLLFRTQTSDPAMLP RDLPLLLFR 67.74 1141.697144 3.29334274 SERA_HUMAN[461-469] 
RDQVLKLCANHRITPDMTL NHRITPDMTLQNM 46.54 1569.739166 0.973410126 RBP2_HUMAN[2383-2395] 
RGKRGQNGFKEFTRQEQIN KEFTRQEQINCVTREPLTADEEEAL 32.38 3005.439987 3.239126398 BAZ1A_HUMAN[754-778] 
RKALPPRTEKMAVDQDWPS KMAVDQDWPSVYPVAAPFKPSAVPLPVRMGYPVK 49.35 3739.96225 1.852959879 RT35_HUMAN[59-92] 
RKEEEEEARLASMPAWRRD EEEQRRKEEEEEAR 38.64 1845.845215 -5.976665817 ESPN_HUMAN[769-782] 
RKETKDYGTKRLVEGTINP KRLVEGTINPGETCL 57.47 1685.877045 -0.286497762 PYR5_HUMAN[106-120] 
RLQQQELREKRAQDVDATN KRAQDVDATNPNYEIMC 54.82 2023.909134 3.749180174 KIF2A_HUMAN[183-199] 
RMDEISDHAKVLTLSDDLE KVLTLSDDLERTIEERVNILF 75.28 2502.369324 3.787210748 IF5_HUMAN[224-244] 
RNAVLAIYTIYRNFEHLIP IYRNFEHLIPDAPELIHDFLVNE 46.26 2793.412582 4.689604423 COPB_HUMAN[162-184] 
RQQEVETELKMWDPHNDPN KMWDPHNDPNAQGDAF 46.15 1841.779129 -0.187318878 RU17_HUMAN[87-102] 
RQVEEAERLKQSAEEQAQA KQSAEEQAQARAQAQAAAE 46.98 1984.956177 -0.420160409 PLEC1_HUMAN[2255-2273] 
RREEQEAREKAQAEQEEQE KAQAEQEEQERLQ 52.7 1585.769562 -1.084016266 MA7D1_HUMAN[661-673] 
RRFKDHVEGKQILSADLRS KQILSADLRSPVYL 69.59 1601.914062 3.415913581 PSA_HUMAN[736-749] 
RRMMMQSGRKGADIMYTGT KGADIMYTGTVDCWR 91.49 1771.802185 2.708541642 ADT1_HUMAN[245-259] 
RRMMMQSGRKGTDIMYTGT KGTDIMYTGTLDCWR 53.01 1815.8284 6.693363756 ADT2_HUMAN[245-259] 
RRRRRREKRKRALLNLPGT KRALLNLPGTQTSGEA 37.74 1654.900208 2.160855369 TOE1_HUMAN[346-361] 
RSEGEKIRKKYPDRVPVIV KYPDRVPVIVE 41.64 1313.734329 -1.010097682 GBRAP_HUMAN[24-34] 
RVAIFIEKTKDGQILPVPN KDGQILPVPNVVVRDVACGANHTLVLDSQ 41.59 3113.629196 5.166639631 RCC2_HUMAN[320-348] 
RVDFKQDSSKELEELRAAF KELEELRAAF 37.55 1204.645142 2.714492331 SART3_HUMAN[440-449] 
RVHPVSTMIKGLYGIKDDV KGLYGIKDDVFL 47.39 1366.749649 1.575270205 LDHA_HUMAN[278-289] 
SAGVEQLMYIKEDLIIPHH KDFSELRSAGVEQLMY 45.61 1871.908722 3.099510105 FA50A_HUMAN[236-251] 
SALAPGVRAVELERQIEST VELERQIESTETSCHGCR 59.16 2189.979355 0.79818104 RN114_HUMAN[78-95] 
SECSSDFGGKDSVTSPDMD KIEDLRSECSSDFGG 39.66 1698.751907 0.227814314 GAPD1_HUMAN[781-795] 
SELIPYLVRKQFSSASSQQ KQFSSASSQQGQEEKEEDLK 66.61 2282.066208 -1.724752764 EI2BG_HUMAN[235-254] 
SESLKDVLERLLPYWNERI RLLPYWNERIAPEVLRG 38.82 2081.153381 1.884531931 PMGE_HUMAN[164-180] 
SGYSEVNLSKLFAGCAVKS KNTAEQFLSRSGYSEVNLS 60.18 2129.038879 5.06096911 DPOLA_HUMAN[1434-1452] 
SHRRLGLAQKLMDQASRAM KLMDQASRAMIENFNA 41.29 1837.881439 3.521989973 ARD1A_HUMAN[89-104] 
SIDISATIPKFTNTQITEH KFTNTQITEHYSTCI 63.21 1841.861801 2.047384879 CND2_HUMAN[101-115] 
SIEEVEADMKTLGVSFVQA KTLGVSFVQAESECRHS 86.31 1933.93161 1.479886871 CCD22_HUMAN[356-372] 
SINGELYAPLQHVSAVLPG LQHVSAVLPGGAADRAGVR 42.39 1873.028229 2.27599346 SNX27_HUMAN[78-96] 
SIQEELQQLRQSSEAEIQA KRSIQEELQQL 32.51 1370.75174 0.221776118 PLEC1_HUMAN[1552-1562] 
SISLYYTGEKGQNQDYRGG KQGTEIDGRSISLYYTGE 61.68 2015.97998 1.826407026 NUCL_HUMAN[449-466] 
SISNDDGEEKIVTSVRRRG KETANLQERSISNDDGEE 31.71 2033.913727 -0.27778956 FA44A_HUMAN[2921-2938] 
SKALLHLRNKEFQECVECF KEFQECVECFERSV 66.55 1845.802567 3.319423274 TTC27_HUMAN[541-554] 
SKNKWKFHLKDGIMNLNGR KDGIMNLNGRDYIFS 33.68 1741.845734 2.065624946 TF2AA_HUMAN[354-368] 
SKSDPIMLLKDRMVNSNLA KDRMVNSNLASVEEL 38.76 1703.851196 0.268802816 ODPA_HUMAN[321-335] 
SLALMYESEKVGVASSEEL KVGVASSEELAR 34.61 1244.67244 -0.263523148 SNP29_HUMAN[72-83] 
SLETCMYDHKTFSEILNRV KTFSEILNRVQ 58.28 1333.735382 2.430767035 DYHC1_HUMAN[872-882] 
SLISMDEINKQLIFTTEDN KTRSLISMDEIN 30.58 1405.72348 0.26605517 TSNAX_HUMAN[138-149] 
SLVGGLLQSKFTSGAFLSP KFTSGAFLSPSVSVQECRTPRAA 41.37 2495.259094 0.817149612 NUP98_HUMAN[1052-1074] 
SPAAECLSEKETEELMAWM KFEDRSPAAECLSE 63.04 1637.735504 0.860944882 TRAP1_HUMAN[563-576] 
SPEMQEERLKLPILSEEQV KPAVFIPVNRSPEMQEERL 33.71 2239.178284 1.257604194 DHX37_HUMAN[232-250] 
SRGFGFVTFSSMAEVDAAM SSMAEVDAAMAARPHSIDGRVVEP 67.79 2495.189667 1.488464003 ROA2_HUMAN[70-93] 
STLIPILHQKAKRGTPHQA KIETDLPQIRSTLIPILHQ 46.58 2214.273575 2.288786741 PDS5A_HUMAN[708-726] 
STTVRLLCGKETMVTSTTE KYEQGTGCWQGPNRSTTVRLLCG 48.67 2667.264603 0.461146599 GLU2B_HUMAN[464-486] 
SVEETLRLVKAFQYVETHG KAFQYVETHGEVCPANWTPDSPTIKPSPAAS 83.24 3384.60849 3.874303347 PRDX3_HUMAN[217-247] 
SVHKVEPITKHIGLVYSGM KHIGLVYSGMGPDY 75.14 1535.744247 2.933431142 PSA2_HUMAN[70-83] 
SVLEQTKLKKEDIYAVEIV KEDIYAVEIVGGATRIPAVKE 44.23 2257.231766 5.735343705 HSP74_HUMAN[332-352] 
TAWVFDDKYKRPGYGAYDA KDEQLESLFQRTAWVFDDKY 71.4 2517.21759 4.613427161 IF2A_HUMAN[123-142] 
TAYGPNGMNKMVINHLEKL KELAQTTRTAYGPNGMN 66.95 1850.89447 -0.311200887 TCPQ_HUMAN[37-53] 
TCLGPKSMMKMLLDPMGGI KTIADIIRTCLGPKSMM 56.37 1934.015121 -0.071871206 TCPG_HUMAN[31-47] 
TDFEMVHLRKVPNQYTHLS KVPNQYTHLSGLLDIFKS 60.64 2059.110214 3.671488757 RB3GP_HUMAN[197-214] 
TEDEQFNDEKTYLVKQIRD KFQNDRTEDEQFNDE 67.33 1913.80275 -1.618766615 CAB39_HUMAN[308-322] 
TEEWYGTQYKQEAIPDEVI KTDRTEEWYGTQY 39.38 1675.747803 3.406837228 IDE_HUMAN[488-500] 
TELSIDISSKQVENAGAIG KQVENAGAIGPSRFGL 77.19 1642.879089 1.062159724 SEPT9_HUMAN[117-132] 
TEMEDLMSSKDDVGKSVHE KQFRTEMEDLMSS 36.82 1600.722504 0.156179475 MYH9_HUMAN[1500-1512] 
TGDKWCIYPTYDYTHCLCD TYDYTHCLCDSIEHITH 66.48 2163.899002 4.071354528 SYQ_HUMAN[437-453] 
TGIPRQLLLQVESTTVATR KEDVELRTGIPRQLLL 34.22 1879.089066 3.388876086 MINA_HUMAN[281-296] 
TGKWKVPTYKDYVDLFRHL KDYVDLFRHLLSSDQMMDSILADEAFF 51.56 3205.51001 4.2342716 PRKDC_HUMAN[525-551] 
TIAQDYGVLKADEGISFRG KADEGISFRGLF 53.15 1338.693192 3.661780032 PRDX1_HUMAN[120-131] 
TLFGLHLSQKRNNGVVDKS KPDENEVRTLFGLHLSQ 51.62 1982.022125 3.111468799 PUR9_HUMAN[372-388] 
TLKPCLLRRNYSREQHGVA NYSREQHGVAASCLEDLRS 48.06 2191.007599 -0.003194877 DFFA_HUMAN[26-44] 
TLLAKNLPYKVTQDELKEV KVTQDELKEVFEDAAEIRLVS 80.18 2418.264191 5.881491383 NUCL_HUMAN[403-423] 
TMPPINLQEKQVICLSGDD KTGLRTMPPINLQE 32.28 1596.865738 -0.179100843 EDC4_HUMAN[63-76] 
TNLGPKGTMKMLVSGAGDI AVNISAARGLQDVLRTNLGPKGTM 30.72 2481.348557 2.13472629 TCPZ_HUMAN[21-44] 
TPETTESQVKDSSLCVSGE SLHESLHIGQSRTPETTESQV 33.66 2335.140411 1.225622231 TMF1_HUMAN[132-152] 
TRLAKLLRFQSSHHPTDIT QSSHHPTDITSLDQYVERM 70.25 2243.027695 3.151543789 ENPL_HUMAN[513-531] 
TSLGPKGMDKMIQDGKGDV KAVADAIRTSLGPKGMD 80.9 1728.919235 2.006455785 TCPD_HUMAN[42-58] 
TSLGPNGLDKMMVDKDGDV KAVANTMRTSLGPNGLD 54.24 1743.893753 4.3529028 TCPE_HUMAN[42-58] 
TTAESQTTGKQSLIPRTPK KSFAANGIQAHPESSTGSDARTTAESQTTG 59.13 3006.391495 0.165314464 TDIF2_HUMAN[24-53] 
TTDLLTDWEKTKPVTGNLR KIVQEDRAVESRTTDLLTDWE 38.6 2503.255432 2.372510581 DYHC1_HUMAN[1242-1262] 
TTLGPRGMDKLIVDGRGKA KEGTDSSQGIPQLVSNISACQVIAEAVRTTLGPRGMD 46.04 3884.93605 5.135219665 TCPH_HUMAN[10-46] 
TVDIEGKKIKLQVWDTAGQ KLQVWDTAGQERF 94.85 1576.799789 0.071664139 RAB13_HUMAN[58-70] 
TVDLSSHLAKVTAEVVLAH KVTAEVVLAHLGGGSTSRATSF 49.21 2187.164795 0.986665479 RPN1_HUMAN[48-69] 
TWEKLLLAARAIVAIENPA RAIVAIENPADVSVISSRNTGQRAVL 49.31 2735.504196 2.845910458 RSSA_HUMAN[63-88] 
VAAGAQIHQSLLCDNAEVK VRVAAGAQIHQ 50.62 1148.641434 0.321249077 EI2BE_HUMAN[400-410] 
VADISGDTQKAKQFLPFLQ KEVPIHRVADISGDTQ 51.33 1763.916611 -0.837341171 SND1_HUMAN[497-512] 
VAPRSGLAAKHFIDVGAGV KTDIQIALPSGCYGRVAPRSGLAA 49.54 2500.322006 2.553671081 DUT_HUMAN[155-178] 
VCMDFNIIRKDSLPVCPVD KDSLPVCPVDASGCFTTEVTDFAGQYVKDADKSIIRTL 43.26 4203.050446 5.118663284 SYIC_HUMAN[348-385] 
VDEKHRRTYARRPTPNDDT ARRPTPNDDTLDEGVGLVHS 68.64 2148.055969 -0.841225753 HMCS1_HUMAN[467-486] 
VDVADQAQDKDRDDRSFGR RIRVDVADQAQD 36.21 1384.705887 1.868266774 IF4B_HUMAN[165-176] 
VDWQENDFSKRILNVPQEL KRILNVPQELYE 30.02 1500.829987 3.048313293 ACACA_HUMAN[276-287] 
VEDAYILTCNVSLEYEKTE KRVEDAYILTC 31.44 1366.691467 -0.865594049 TCPZ_HUMAN[223-233] 
VENMVDQLLRNNDLCYWVP RNNDLCYWVPELVRE 42.04 1961.941757 5.844719885 SYIC_HUMAN[432-446] 
VGAGAPVYLAAVLEYLTAE AAVLEYLTAEILELAGNAARDNK 107.55 2444.291031 5.127458163 H2A1B_HUMAN[53-75] 
VGAGAPVYMAAVLEYLTAE KGNYAERVGAGAPVYM 44.95 1681.8246 2.006154506 H2A2A_HUMAN[37-52] 
VGKMGQHSLVACSGNLNKA VACSGNLNKAKEIF 31.11 1549.792236 -4.041832095 PARP2_HUMAN[163-176] 
VHDPVTAKPKLVGDVDFEG KLVGDVDFEGVRQ 59.53 1460.76236 1.37873213 MTDC_HUMAN[288-300] 
VIITNFPAAKSLDIQVPNF KSLDIQVPNFPADETKGFHQVPFAP 38.98 2781.412628 3.046293784 SYQ_HUMAN[586-610] 
VIRACVEAPKGNPICSLHD KGNPICSLHDQGAGGNGNVL 45.06 2006.959229 2.054351648 PUR4_HUMAN[507-526] 
VISLWERLEFVNGWYILLV FVNGWYILLVTSDV 35.13 1624.850113 -4.991229613 MCLN1_HUMAN[350-363] 
VISRLADFAKERASLPTLG KERASLPTLGFTHFQPAQLTTVG 42.47 2498.328171 3.731695503 PUR8_HUMAN[147-169] 
VIVRTTQLRTLRGTISEDA TLRGTISEDAL 31.15 1174.619354 -8.192441208 SIPA1_HUMAN[272-282] 
VKHKLLRQEKTRLIGPNCP KTRLIGPNCPGVINPGEC 77.3 1980.98735 1.011616758 SUCA_HUMAN[151-168] 
VKHKPQPPMMVKTDAVINM MVKTDAVINMHTFND 33.31 1750.801849 6.724918646 GRIK3_HUMAN[885-899] 
VKKIIELKRKVCGDSDKGF KVCGDSDKGFVVINQ 69.16 1664.819229 -0.244470987 TCPZ_HUMAN[280-294] 
VKPRIKKKTKPIVKPQTSP KPIVKPQTSPEYGQGINPISRLA 41.63 2492.375076 -0.535633666 STAU1_HUMAN[270-292] 
VLGYIQLGQKEGAKLLCGG KEQFERVLGYIQLGQ 31.78 1806.962814 4.217020926 AL1B1_HUMAN[364-378] 
VLTVINQTQKENLRKFYKG KSIARVLTVINQTQ 39.66 1569.920227 2.431333729 RL35_HUMAN[52-65] 
VMEIVDADEKVRHSKLAES KERVMEIVDADE 61.6 1432.686768 2.278236997 SP16H_HUMAN[199-210] 
VNEVNQFAAKLIQEQHPEE KLIQEQHPEEELI 52.54 1604.840942 0.816280272 SPTA2_HUMAN[214-226] 
VQESADELQKMLQEDELRD KMLQEDELRDAVLL 64.79 1671.88652 2.435572003 ARF5_HUMAN[109-122] 
VRGPKGPEEKKDCEVVMMI KPYFPIPEEYTFIQNVPLEDRVRGPKGPEE 87.89 3543.803787 4.702574127 HNRPU_HUMAN[463-492] 
VRIEGDNENKLPREDGMVP KLPREDGMVPFVFVGT 37.92 1790.93895 4.00516165 FXR1_HUMAN[325-340] 
VSEAYENLVKSSSKREALE KVETEIQRVSEAYENLV 32.27 2006.031998 3.50742162 AMOT_HUMAN[464-480] 
VSGDDVIIGKTVTLPENED KTVTLPENEDELESTNRRYT 70.72 2394.16626 2.657710163 RPB2_HUMAN[869-888] 
VSTKIGSCMKSVGEVMGIG KSVGEVMGIGRSFEEAFQ 51.61 1969.956757 4.526495299 PYR1_HUMAN[760-777] 
VTQVDGHSSKNDIHTLLKD KAIVQQWLEYRVTQVDGHSS 48.7 2343.197144 3.836211572 MCA3_HUMAN[68-87] 
VVDFDETWNKLLTTIKAVV KPRVVDFDETWN 43.13 1504.731049 2.110011621 CUL2_HUMAN[4-15] 
VVDLQAMLEKVQQQALHSQ KVQQQALHSQQQLEAEAQ 47.92 2063.039551 1.077051576 PCNT_HUMAN[2810-2827] 
VVDRFVEFLKRNENCTLQF KEPSPPIDEVINTPRVVDRFVEFL 44.68 2795.485779 3.084258223 IMA7_HUMAN[110-133] 
VVEASDRLQRRVEELCQRV KAAVSRVVEASDRLQ 39.35 1627.900543 0.478530463 BRE1B_HUMAN[189-203] 
VVFVFGPDKKLKLSILYPA KGMPVTARVVFVFGPDK 54.61 1847.012787 1.323759108 PRDX6_HUMAN[125-141] 
VWPGTKMPGKMGNIYRTEY KMGNIYRTEYGL 30.01 1443.718002 1.766272912 RM03_HUMAN[260-271] 
VYSPHVLNLTLVDLPGMTK KGISPVPINLRVYSPHVLNL 44.08 2215.284088 3.501131093 DYN1_HUMAN[113-132] 
WHRRVNTTQKRYAICSALA KRYAICSALAASALPALVMS 38.68 2092.117249 5.966682798 RL4_HUMAN[120-139] 
WIREIQKVTKLDRDPASGT KLDRDPASGTALQEISFWL 70.66 2146.10585 5.556109919 DYHC1_HUMAN[261-279] 
WPVAGQIRATQQQHDFTLT TRTQEGSLSARWPVAGQIRA 37.81 2183.15593 -1.803352635 PRKDC_HUMAN[2618-2637] 
WQDAQATLQKKREAEARLL KTWQRWQDAQATLQ 37.97 1758.880157 -0.724893049 SNX1_HUMAN[415-428] 
WQDVLPVARKHSRDHILLF RLQMEGVSVGQRWQDVLPVAR 57.1 2423.285583 2.074868945 TTC38_HUMAN[301-321] 
WSIMSLTGISSKDAGDYKC YTVIQESPEEGVRWSIMSLTGI 30.05 2494.241364 0.700814294 LRIT3_HUMAN[170-191] 
YDEMVESMKKVAGMDVELT KLAEQAERYDEMVESMK 58.08 2055.960464 4.196578753 1433E_HUMAN[12-28] 
YEIDTGEETKFVNPEDVAR KFVNPEDVARLIFS 40.75 1633.882782 3.513103916 HSP7E_HUMAN[109-122] 
YGGQPLFSEKFPTLWSGAR KFPTLWSGARSTYG 32.64 1569.793976 2.061417007 HNRL2_HUMAN[273-286] 
YGIRGFPTIKIFQKGESPV KLAAVDATVNQVLASRYGIRGFPTI 33.78 2659.480957 4.736262528 PDIA6_HUMAN[216-240] 
YGSDIVPFSKVDEEQMKYK KEDIIQGFRYGSDIVPFS 49.03 2070.042206 5.722588634 KU86_HUMAN[307-324] 
YHVKHHGKLKEHLGSAVDV KEHLGSAVDVAEY 31.29 1416.688492 0.656460475 SATB2_HUMAN[677-689] 
YIRSALRQEKALSAIADLL KALSAIADLLTNEHERVV 103.3 1978.084702 3.140411527 CTND1_HUMAN[710-727] 
YLAEVATGEKRATVVESSE KGDYYRYLAEVATGE 33.39 1733.826035 3.158909769 1433G_HUMAN[127-141] 
YLYGSLATLLICLCAVFGL QLSQSERYLYGSLATL 30.63 1827.936646 -7.371152621 S39A4_HUMAN[320-335] 
YMELYTHVYNYCTSVHQSN NYCTSVHQSNQARGAGVPPSKS 32.8 2344.097839 -2.41286857 CUL1_HUMAN[51-72] 
YSLPTPKGGKYAINPHLTE KYAINPHLTEDQRFPQL 64.49 2069.069397 -1.283185573 NOB1_HUMAN[333-349] 
YSYISYSNNKDGETSLVTG KDGETSLVTGEADEGRAGTSH 71.91 2115.966873 -2.217426019 WDR22_HUMAN[678-698] 
YTPLKENWMKIFTPIVEHL KIFTPIVEHLGLQIR 30.04 1763.045761 3.137184594 PNO1_HUMAN[94-108] 
YYPTEDVPRKLLSHGKKPF RYYPTEDVPR 44.06 1294.630585 -1.601228971 RL6_HUMAN[114-123] 
AAASASASAAASSPAGGGA KRSTAPSAAASASASA 52.72 1432.726974 0.215672634 TIF1B_HUMAN[31-46] 
ACKDGKPMLRQGDTGDWIG RQGDTGDWIGTFLGH 55.76 1658.780151 3.882973881 STRAP_HUMAN[44-58] 
ACRLQEELEKLRTAGPLES KLRTAGPLESSETEEASQL 103.97 2045.027634 3.485527472 RRBP1_HUMAN[1331-1349] 
ADAPMFVMGVNHEKYDNSL KRVIISAPSADAPMFVMG 31.96 1888.990295 2.989427746 G3P_HUMAN[117-134] 
ADLEATLRHKLTVMYSQIN KTCSPASLSQASADLEATLRH 60.48 2242.101166 2.771953422 TRI25_HUMAN[184-204] 
ADLRSPVYLTVLKHGDGTT KQILSADLRSPVYL 69.59 1601.914062 3.415913581 PSA_HUMAN[736-749] 
AESKTIEFGKTNFVQPMPG KTNFVQPMPGEGLRPSLPTQAHTTQPTPF 38.03 3176.607727 4.905862272 RBP2_HUMAN[1003-1031] 
AETNLEALQKKLEELELDE KKLEELELDEQQ 64.59 1500.767105 1.351975262 MP2K1_HUMAN[35-46] 
AEVEAIALATLHDRMTEQH RLSFAHPPSAEVEAIALA 43.07 1877.999908 4.002130122 PUR4_HUMAN[126-143] 
AFSWTDLLLKNNSELLNNL KNNSELLNNLGNFINR 113.08 1858.964905 4.813969309 SYMC_HUMAN[641-656] 
AGGLIQTARALAVNPRDPP KTMLESAGGLIQTAR 54.33 1574.845001 0.738485374 TLN1_HUMAN[1604-1618] 
AGSTVAVAVKAAQELQEGQ KAAQELQEGQRCVVILPDSVRNY 56.17 2672.370407 1.449649341 CBS_HUMAN[359-381] 
AIDRAGAEVKSRTTLFRKI KCLIATGGTPRSLSAIDRAGAEV 52.76 2342.23761 -1.138654758 AIFM1_HUMAN[255-277] 
AIIQGIGKDKEPLVSFLEP KEPLVSFLEPKN 40.55 1399.771088 -5.926683349 ZFHX3_HUMAN[333-344] 
AIVEAARLEKVHSLFRRQL KGLALWEAYREFESAIVEAARLE 81 2650.375427 3.186718347 SART3_HUMAN[223-245] 
AKITPCALCKSLRSSAEMI KSLRSSAEMIENTNSLG 44.96 1835.904678 1.969601169 ZMYM4_HUMAN[535-551] 
ALEEGIKMSKPKWPPEDEI KLRIAWPPPTELGSSGSALEEGIKMS 49.74 2753.442154 2.283323799 LIMA1_HUMAN[527-552] 
ALIGEAVGARLIAHAGSLT RLIAHAGSLTNLA 52.59 1335.762253 7.442192634 NOL5A_HUMAN[307-319] 
ALSSSRPTKKEEDRPPLRG KLVTEMGTYATQSALSSSRPTK 104.61 2355.210388 1.691144035 COPB_HUMAN[513-534] 
ALTELEQLRKSRQHQMQLV KLESALTELEQLR 109.86 1528.846024 2.250063084 TPR_HUMAN[582-594] 
ALTGEGLPEALQSLWSLLK LRGCSALTGEGLPE 31.33 1458.713669 9.627660519 ARL11_HUMAN[151-164] 
AMLSQSLDLSDRHRATGAA SDRHRATGAAL 32.71 1153.5952 -1.912282575 MYO9B_HUMAN[1335-1345] 
ANDKVYTVEKADNFEYSDP KADNFEYSDPVDGSISRNQGLRL 55.32 2580.256821 1.782380716 PGM1_HUMAN[470-492] 
APAMTTVENKSKISTGTAS KKSTCPSAAPSASAPAMTTVEN 77.73 2205.040543 -0.717447126 CYTSA_HUMAN[75-96] 
APSADAPMFVMGVNHEKYD KRVIISAPSADAPMF 53.18 1601.859924 3.377324021 G3P_HUMAN[117-131] 
APSSSLSTFKDKNKNDGLK KIFHAPNASAPSSSLSTF 59.68 1860.936996 -0.334240225 ADNP_HUMAN[126-143] 
AQAPQLPRKNDKRDFPKPA KLMSENTEGSAQAPQLPRK 36.33 2084.06839 -2.672177183 M4K5_HUMAN[454-472] 
AQLQSLAAVQQASLVSNRQ QHLSSAQLQSLAAV 30.02 1451.773224 5.007669159 PHC2_HUMAN[96-109] 
AQMEGFLNRKHEWEAHNKK KTALPAQSAATLPARTQETPSAQMEGFLNR 78.85 3184.629852 4.462371032 SPTB2_HUMAN[2177-2206] 
ARVAELLLLHGAEPNCADP HGAEPNCADPATLTRPVHD 55.16 2056.938492 -0.266901515 CD2A1_HUMAN[66-84] 
ASALIIKALKEPPRDRKKQ KLTIQNRQAQIEVVPSASALIIKAL 93.28 2703.601028 2.801078976 RL12_HUMAN[61-85] 
ASGPAQSVAKMFRAVEEGL KMFRAVEEGLTY 33 1442.722763 1.262196762 RRP12_HUMAN[470-481] 
ASQSGSQLRNRSVSGKRIC KTSTTGVATTQSPTPRSHSPSASQSGSQLR 45.08 3041.512634 -0.88179808 LMO7_HUMAN[1575-1604] 
ASTTEPDFQKDILIACRLN KHSLNSSSASTTEPDFQ 76.89 1834.833328 0.275774367 LPPRC_HUMAN[1020-1036] 
ATEIIKASSKDAIRLLDSV KDAIRLLDSVPPTAISHF 63.47 1979.084 2.259631223 DDX21_HUMAN[577-594] 
ATLPHEILEMTNKFMTDPI KEQIYDVYRYLPPATQVVLISATLPHEILE 51.45 3497.880966 4.86208655 IF4A3_HUMAN[198-227] 
ATSTFNFHPNVRPVPLELH KDVAHWLGCSATSTFNFHP 77.55 2174.000381 2.190431999 U520_HUMAN[1498-1516] 
AVEGINRMTRALMDSLGPE RALMDSLGPEWRL 38.15 1542.797653 3.668011802 TOM34_HUMAN[130-142] 
AVNQGHCHPKIVNALKSQV KYFDFLSSYSAVNQGHCHP 62.46 2256.005844 2.428185199 OAT_HUMAN[77-95] 
AVPLNLIGLKAGRCADYVV KAGRCADYVVTGAWSA 53.68 1710.814789 0.856317124 SERC_HUMAN[94-109] 
AVSGGSTAAMITETIIETD KKAPGFGGFGSSAVSGGSTAA 52.46 1839.911545 0.423389919 COPD_HUMAN[178-198] 
CAAGFGQRHRLVLTQEQLH RLVLTQEQLHQLH 41.11 1613.900162 -0.793109778 DCTN1_HUMAN[1261-1273] 
CCSDADPSTKDFLLQQTML KDFLLQQTMLRVKDP 30.05 1831.002579 -0.959583575 LGUL_HUMAN[28-42] 
CGDGVPAPQKVLFPTERLS RQGSEHTYESCGDGVPAPQ 87.51 2073.881042 0.896869185 UBP36_HUMAN[83-101] 
CHSMDFVAYRHLVGVCYTE RHLVGVCYTEDEA 76.16 1547.703842 0.705561342 CY1_HUMAN[133-145] 
CINVAPHLHKCRECRLERY KQSGEPFLQDGSCINVAPHLH 41.55 2333.122269 1.83102277 JHD2B_HUMAN[892-912] 
CITEGNELTKTLIKLCYDA KINQVFHGSCITEGNELT 50.83 2045.984039 2.597771976 PRKDC_HUMAN[1895-1912] 
CMVQVVAAYEKLSEEKQIK QEMLKSCMVQVVAAY 30.04 1771.830688 9.794389564 COG1_HUMAN[770-784] 
CNILISTMNKLATAMQEGE KLATAMQEGEYDAERPPSKPPPVELRAA 85.58 3050.549454 4.762748554 DCTN1_HUMAN[902-929] 
CNKREIEGRAIRLELQGPR AIRLELQGPRGSPNARSQPS 31.37 2133.140259 -0.53301699 NUCL_HUMAN[552-571] 
CNLLKQASGKNLNLNDESQ KNLNLNDESQHGLLM 31.76 1724.851532 1.559554518 XPO7_HUMAN[203-217] 
CQFIEMCLMVTADHGPAVS VTADHGPAVSGAHNTIICARAG 57.21 2174.065094 -0.286559957 ACLY_HUMAN[896-917] 
CSESTSSCQSLEHGSVPEI SLEHGSVPEILIGLLY 37.03 1738.950516 -7.093933891 SYT14_HUMAN[410-425] 
CSRPPLLGFAYLKPPFSIR KFVTSCSRPPLLGF 62.31 1607.849396 2.168113512 UBE3B_HUMAN[974-987] 
CVPVLIFANKQDLLTAAPA KQDLLTAAPASEIAEGLNLHTIRDRVWQ 53.74 3144.667953 1.306020242 ARL3_HUMAN[127-154] 
CYQNDDSVLKSLVEIADTV KHFADLLPGFLQAVNDSCYQNDDSVL 40.48 2965.391632 5.409066319 IPO5_HUMAN[212-237] 
DALGVRRAAQRRLKAELGI KITFPGCFTNTCCSHPLSNPAELEESDALGVRRAA 93.11 3904.829468 4.955914249 IDI1_HUMAN[74-108] 
DAYLSGMPAKRRKTMQGEG KVKPQPPLSDAYLSGMPA 56.09 1897.997147 1.614860172 BAT3_HUMAN[1031-1048] 
DDDDRSSDRKDGVLEEQIE KDGVLEEQIERLQE 70.66 1684.863144 0.498556813 NCBP1_HUMAN[684-697] 
DDIPHALREKRTTVVAQLK KNLYSDDIPHALRE 81.67 1669.842346 1.117470763 EIF3E_HUMAN[59-72] 
DDPEPLPAHRQALGERLYP SIDTRPFRPASEGNPSDDPEPLPAH 45.25 2701.273209 3.343978673 UBR5_HUMAN[2369-2393] 
DECGAGVFMASHFDRHYCG LRRECPSDECGAGVFM 32.25 1882.812424 1.581676412 RS27A_HUMAN[41-56] 
DEDKAQLASKLCPLKDEPW KQLVSDEDKAQLAS 64.47 1530.788925 0.23321308 RM03_HUMAN[62-75] 
DEEKVRIAAKFIIHAPPGE KFIIHAPPGEFNEVFNDVRL 52.72 2341.221893 2.9424806 CAZA2_HUMAN[19-38] 
DEEKVRIAAKFITHAPPGE KFITHAPPGEFNEVFNDVRL 71.83 2329.185516 2.57085576 CAZA1_HUMAN[19-38] 
DEPIAEAPFKFDMELDDLP KRIEVEQALAHPYLEQYYDPSDEPIAEAPF 55.31 3517.704102 5.731010743 MK01_HUMAN[300-329] 
DFCHWGQRFRYSYYDESQG KYLADPSNLFVVSSDFCHWGQRF 32.85 2772.311874 7.364972243 MEMO1_HUMAN[175-197] 
DFSEDMLQEKIEEMAEQER KIEEMAEQERFLLH 50.49 1771.892654 1.456070149 NU133_HUMAN[991-1004] 
DGRMIVGTLKGFDQTINLI KGFDQTINLILDESHERVF 40.79 2260.148788 1.851205559 LSM8_HUMAN[28-46] 
DGSSRPYRCKIKAPGFAHL KGEFGVYLVSDGSSRPYRC 44.91 2176.03714 0.304222749 NDUS2_HUMAN[404-422] 
DHIPSRYLLLLAAGDPREE KFASTVFPSDHIPSRYLL 57.47 2077.099655 4.84184761 ECM29_HUMAN[502-519] 
DIPEPEREQKRRKIDTHPS KSPVPRSDIPEPEREQ 56.87 1862.948608 0.237795073 THOC2_HUMAN[1277-1292] 
DIQVKELEKRASGQAFELI RASGQAFELILSPRS 36.75 1630.879074 1.306044105 STMN1_HUMAN[14-28] 
DISTKQAAFKAVSEVCRIP KAVSEVCRIPTHLF 39.91 1655.881744 2.396306387 RO60_HUMAN[113-126] 
DIWDDTALIKAYDKAVASF RRGTGQSDDSDIWDDTALI 37.59 2119.977051 5.458077952 SMN_HUMAN[22-40] 
DKDLDDALDKLSDSLGQRQ KLSDSLGQRQPDPDENKPMED 42.6 2398.10704 -0.699718558 ICAL_HUMAN[573-593] 
DKGFVVINQKGIDPFSLDA KVCGDSDKGFVVINQ 69.16 1664.819229 -0.244470987 TCPZ_HUMAN[280-294] 
DKPKPSSNTKNYTGESQAK KPLPELLSDKPKPSSNT 44.28 1850.014893 1.658905564 CC117_HUMAN[212-228] 
DLAQHYLMRANITAIRRVR KGISDLAQHYLMR 81.78 1530.797653 1.548865714 TCPG_HUMAN[294-306] 
DLGHCEKIKKACGNFGIPC KACGNFGIPCELRVTS 80.8 1807.870926 1.697023806 PUR6_HUMAN[286-301] 
DLHISPLAKKLPPPPGSPL KLPPPPGSPLGHSPTASPPPTAR 37.21 2258.217148 1.223974409 WIZ_HUMAN[1139-1161] 
DLMSLLLLPAFSGLTWAPF ASDLMSLLLLP 31.78 1187.647141 -9.041406011 CJ111_HUMAN[111-121] 
DLSRQYQREKARSELLTTV KYISCVFAEESDLSRQYQRE 64.14 2507.175049 -0.867909084 TF3C1_HUMAN[427-446] 
DMFDQRLQSKVLKLVDISY KTELSQSDMFDQRLQS 69.02 1911.899628 2.109943399 ERF1_HUMAN[233-248] 
DMLIRQLLAKCGLVLSWKR KASDMLIRQLLA 32.38 1357.775116 3.511627179 RBM25_HUMAN[38-49] 
DPGVFTELIKGFGCRGAQV KGFGCRGAQVEEIWSLEPENFE 53.65 2581.19072 2.573231009 UCHL5_HUMAN[23-44] 
DPSGNYGGWKATCIGNNSA KHYGFQLYQSDPSGNYGGW 60.18 2202.975922 3.327317347 PSA4_HUMAN[141-159] 
DQELQSANASVDDSRLEEL KIHVSDQELQSANA 58.96 1538.76886 0.262547554 UBA1_HUMAN[806-819] 
DRFGRDLNYCFSGMSDHRY RGAYGGGYGGYDDYNGYNDGYGFGSDRFGRDLNY 77.11 3737.546844 0.319995989 HNRH1_HUMAN[233-266] 
DSAVHSPFTKRQAFTPSST KRQAFTPSSTMMEVFLQE 53.05 2129.028534 -6.937436377 UBP2L_HUMAN[420-437] 
DSEDICLFTKDEPNSTPEK KDEPNSTPEKTEQFYR 44.9 1967.922455 -1.744987457 RL1D1_HUMAN[100-115] 
DSKTEELRFLRRQELRELR KIVTDSDSKTEELRF 32.94 1766.905029 -0.575582719 SLK_HUMAN[811-825] 
DTDLSQKSDGPASPVEGPK GPASPVEGPKDPSCPK 30.84 1621.777008 2.136545273 ZFHX3_HUMAN[3674-3689] 
DTNWWKGTSKGRTGLIPSN KGRTGLIPSNYVAEQAESIDNPLHEAA 59.82 2879.441299 6.2977495 OSTF1_HUMAN[55-81] 
DTYLHRVARAGRFGTKGLA NYDMPEDSDTYLHRVAR 41.84 2080.927231 2.750216305 DDX39_HUMAN[360-376] 
DWVTTDIQVKVRDTYLDTQ KVRDTYLDTQVVGQTGVIRSVTGGMCSVYL 59.03 3301.679932 1.114584113 SPT5H_HUMAN[987-1016] 
DYDHAEAEARHLVYESDQN KDWILPSDYDHAEAEA 42.83 1858.837326 3.640985634 CALU_HUMAN[255-270] 
DYDMHTGDPKQDLAYERQY KQDLAYERQYEQQTYQVIPEVIKN 38.11 2982.508652 4.597136706 IF3EI_HUMAN[31-54] 
DYPPLGRFAVRDMRQTVAV VRDMRQTVAVGVI 33.69 1442.80278 2.400882538 EF1A1_HUMAN[426-438] 
EADIDEGLYSRQLYVLGHE SRQLYVLGHEAM 31.7 1402.702698 1.734508676 UBA1_HUMAN[56-67] 
EALIREVANKVKVPLQDLM KVKVPLQDLMVRNDTPCGTTIGPILA 30.69 2835.535065 0.361836471 DNPEP_HUMAN[397-422] 
EANVREIFDKARQAAPCVL KARQAAPCVLFFDELDSIA 50.63 2150.083008 7.537383413 TERA_HUMAN[565-583] 
EASGQAPPAKAAKQDIEDT KRTAEVPVSEASGQAPPA 38.48 1793.927155 0.851205132 RFX5_HUMAN[431-448] 
EASRLAHYNKRSTITSREI SFVNDIFERIASEASRLAHYN 41.25 2438.19783 1.629072076 H2B1L_HUMAN[65-85] 
EDDEKLKKRKERFGIVTSS KERFGIVTSSAGTGTTEDTEAK 96.02 2284.118286 0.918078548 HCC1_HUMAN[178-199] 
EDDRNSFTLKLEDTENWLY KFVSEDDRNSFTL 35.35 1556.747086 2.875226195 HSP74_HUMAN[638-650] 
EDQEEGGRPKKEEAAARGP SVAAQQQEEARRSEDQEEGGRP 39.28 2456.127579 -1.391214377 ZN598_HUMAN[352-373] 
EEELLGDVLKDRPQEADGI KDRPQEADGIDSVIVVDNVPQVGPDRLE 87.9 3059.552368 2.419635002 EIF3B_HUMAN[174-201] 
EEKKKQLVRQVREMEAELE QVREMEAELEDER 44.17 1632.741302 1.150825301 MYH9_HUMAN[1590-1602] 
EEQRFNNFLKALQEKVEIK KFSEEQRFNNFL 54.89 1557.757568 1.473913558 KU86_HUMAN[648-659] 
EERKSHKIPKLEPEEQNRP KLEPEEQNRPNERVDTVSE 52.97 2268.098175 -1.002602103 NSD3_HUMAN[218-236] 
EERSSGFRLKPPTLIHGQA KPPTLIHGQAPSAGLPSQKP 87.9 2023.121445 0.477974272 RANB3_HUMAN[145-164] 
EESGDEEGKKHSSGIVADL KHSSGIVADLSEQSL 35.85 1569.799835 1.286151237 PP1R7_HUMAN[34-48] 
EFGWEKPHIKPLQNLSLHP KPLQNLSLHPGSSALHY 87.32 1860.984604 0.450299265 BCAT1_HUMAN[74-90] 
EGAIAAIMQKGDTNIKPIL KGDTNIKPILQVINIRP 65.07 1918.136353 1.599469191 RFA1_HUMAN[16-32] 
EGFDTYRCDRNLAMGVNLT LRSEGFDTYRCD 51.19 1517.656891 1.168248245 PCNA_HUMAN[52-63] 
EGGGGKGIRKVNNADDFPN KVNNADDFPNLFR 54.05 1548.768478 3.185756987 ACACA_HUMAN[323-335] 
EGGRAPKRLKTDNAGDQHG KTDNAGDQHGGGGGGGGGAGAAGGGGGGENYDD 128.87 2746.083649 -1.42603085 HNRPL_HUMAN[31-63] 
EGGVSANHTSRATSTATSG KIDSEGGVSANHT 37.65 1313.621155 0.104291865 DHB4_HUMAN[301-313] 
EGYSYETSTKTTRTPDTST KTTRTPDTSTYCYETAE 40.83 2022.884048 -0.843350365 MAP1B_HUMAN[2030-2046] 
EHLKESLKCCLLHLFGAIV CLLHLFGAIVAGGQRNALQAI 32.58 2221.215363 -6.48833978 AL2SF_HUMAN[215-235] 
EHRNLQNLLILTAIKADRT KIVLDNSVFSEHRNLQNLL 39.52 2238.212036 1.860860335 CLH1_HUMAN[1010-1028] 
EIALLQSRLKTEGSDLCDR KTEGSDLCDRVSEMQ 43.71 1753.761093 -0.565071265 RPN1_HUMAN[538-552] 
EIKLDGVRQKIFQVAQELS KIFQVAQELSGEDMHQFH 77.68 2143.015671 -1.978053664 TSNAX_HUMAN[100-117] 
EIPALTRCAKVDFEQLTEN KVDFEQLTENLGQLERRS 33.66 2161.112717 2.700460718 FHOD1_HUMAN[889-906] 
EIRNISFNDKKFVIKPIDK KIGFPWSEIRNISFND 36.29 1921.968628 6.401769426 EZRI_HUMAN[237-252] 
ELAEDKENYKKFYEAFSKN KCLELFSELAEDKENY 72.92 1986.924408 2.398682094 HS90B_HUMAN[411-426] 
ELAETPKEEKAEGAAMLEL KAEGAAMLELVGSILRGCVPGVYR 57.77 2545.350861 3.186986959 TUT1_HUMAN[334-357] 
ELNMYEVQSKEYKYEVEKL KEYKYEVEKLTNELQNLK 30.98 2268.200089 0.022484789 CC147_HUMAN[806-823] 
ELTAGAEAEAEEVKTGKCA AQRSASELTAGAEAE 43.13 1489.700821 4.492177158 TSYL1_HUMAN[137-151] 
EMGQQSLLFQIDYPEIAEG KQRDSEMGQQSLLF 50.01 1665.814438 1.750495093 SF3A2_HUMAN[121-134] 
ENGAGKPWKKHGNRNKKEK KPGSGVVTASTASSENGAGKPWK 68.04 2215.123306 -0.99046405 LSG1_HUMAN[616-638] 
ENKEEPVKLAVVCRDGQVH AVVCRDGQVHLFEHILNGYC 54.81 2386.131073 3.223209356 WDR43_HUMAN[288-307] 
EPEEAAALYRGLSRQPALS RGLSRQPALSAACLGPEVTTQYGGQYR 40.96 2935.47226 -0.482716195 ACPH_HUMAN[18-44] 
EPQDIECCGALEYYDKAFD KMRYLEVSEPQDIECCG 75.49 2112.927826 3.236267664 EIF3D_HUMAN[181-197] 
EQGLIEILKKVSQQTEKTT KVSEQGLIEILK 60.8 1355.802383 2.670743204 PDCD5_HUMAN[86-97] 
EQHISQLQESIRAEIPCED SIRAEIPCEDEQEQEHNGPLDNKG 61.11 2764.235809 -0.357422473 SRPK1_HUMAN[619-642] 
EQIGVIPSKKRVEKKERAR RLVTPHGESEQIGVIPSK 81.92 1946.058517 -0.418281358 DLG3_HUMAN[547-564] 
EQTGKELLYKFICTTSAIQ KFICTTSAIQNRF 77.05 1584.808243 1.824195459 ACLY_HUMAN[17-29] 
ERIRGTVGPKSKAECEILM SVLPGFTFIQHLPLSERIRGTVGP 43.22 2620.448959 4.508006141 HNRL1_HUMAN[392-415] 
ESVNNSIFHQIAEQLQQQN KEIPASQLSHVSESVNNSIFH 52 2322.1604 2.459778403 RBM16_HUMAN[281-301] 
ETGAGKHVPRAVFVDLEPT RAVFVDLEPTVIDEVRTGTYR 52.63 2435.280884 4.220868347 TBA1A_HUMAN[64-84] 
EVANLKKTIKVTTAAAAAA KVTTAAAAAATSQDPEQHLTELREPAPGTNQRQPS 67.76 3670.829895 1.099751314 CSN7A_HUMAN[221-255] 
EVILPVPAFNVINGGSHAG RHIADLAGNSEVILPVPAF 58.72 2018.094894 6.619113918 ENOA_HUMAN[132-150] 
EVLKRLRLQKRGTGGVDTA KRGTGGVDTAAVGGVFDVS 70.15 1791.911575 3.620156313 KCRB_HUMAN[319-337] 
EVPTSVFGEKLREQVEERL KCSIASRIDCFSEVPTSVFGE 42.17 2388.108994 2.039270407 NOL5A_HUMAN[375-395] 
EVQNMASEEKLEQVLSSMK KAAAVPVEFQEHHLSEVQNMASEE 34.43 2679.259842 2.164403732 IDH3B_HUMAN[72-95] 
EVYSTEIKKTEVLMENFRR KVPFCPMVGSEVYSTEIKK 39.43 2198.111542 -0.423545385 RUVB1_HUMAN[90-108] 
EYRDTTRRCRDLKAKGILF KLVPLLDTGDIIIDGGNSEYRDTTRRC 57.66 3076.561142 0.978365084 6PGD_HUMAN[87-113] 
FADDFVRSSKQHYNCEHSK KLGSRLYGPSSVSFADDFVRSS 46.05 2374.191727 2.879295687 SERPH_HUMAN[129-150] 
FDKGPFATFKMQYDRTCEW KMQYDRTCEWTGL 37.79 1686.749405 2.364903754 WDR82_HUMAN[188-200] 
FDLGKGEVIKAWDIAIATM KFSFDLGKGEVI 40.11 1338.718353 2.919956981 FKBP4_HUMAN[76-87] 
FEDMGELHQRLREEEVDAD RLREEEVDADAADAAAAEEEDGEFLGM 100.7 2908.266815 0.521272667 YIPF3_HUMAN[56-82] 
FFQALGITTKISRGTIEIL KISRGTIEILS 45.1 1215.718658 1.962625139 RLA0L_HUMAN[146-156] 
FLDSGYRILGAVAKVREAF KSFLDSGYRIL 43.98 1297.703018 1.753868157 VINC_HUMAN[815-825] 
FLSEPEILVKENNMHPKHC KVKELISFLSEPEILV 43.64 1843.070618 4.723638864 CE051_HUMAN[95-110] 
FMATVTKAPKKQIQFADDM KKQIQFADDMQEFT 39.34 1727.818863 2.163999989 SAHH2_HUMAN[39-52] 
FNNCSKWLEKARSQAPGIS KARSQAPGISLPGVLVGN 43.88 1763.005356 1.241062594 RAYL_HUMAN[106-123] 
FNSNTFLTRLLVHMGLLKS KAFNSSSFNSNTFLTR 127.83 1819.8853 1.034131107 RAGP1_HUMAN[500-515] 
FQLEISGFLKEMACPYSVL KEMACPYSVLISGDIKDRL 126.71 2194.112579 4.145183837 FA98B_HUMAN[89-107] 
FQVKRQVLLSAAEAAEVIL SAAEAAEVILRVDNIIKAAPR 97.34 2206.243301 3.458367441 TCPB_HUMAN[506-526] 
FRLGSFNLEKVENPAEVIR KVENPAEVIRELICY 41.44 1831.95018 3.658396431 XRCC4_HUMAN[115-129] 
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FRQAYEDLRKQRLNEFMAG KQRLNEFMAGFY 30.54 1502.733994 1.861939645 SMC4_HUMAN[1129-1140] 
FSDYPPLGRFAVRDMRQTV KSGDAAIVDMVPGKPMCVESFSDYPPLGR 40.68 3122.487518 2.556935762 EF1A1_HUMAN[395-423] 
FSEATSSVQKGESLADSVQ KGESLADSVQTMSCYADVVVLRHPQPGAVELAA 48.15 3497.728287 2.863001119 PYR1_HUMAN[2003-2035] 
FSHNVGPGDKYTCMFTYAS VSEPTTVAFDVRPGGVVHSFSHNVGPGD 43.2 2863.388992 4.990939073 CS010_HUMAN[32-59] 
FTSESTKQPKLLHQVVEQL KLLHQVVEQLQ 30.88 1333.771774 3.057494603 DPOLB_HUMAN[209-219] 
FVQNGSTFVKHLSLGSVQL KHLSLGSVQLCGVG 39.31 1453.771149 1.977615254 GDE_HUMAN[1038-1051] 
FVRGHLREGKCHLSLGNAM KCHLSLGNAMAAC 80.35 1431.64209 0.324103352 DNJC7_HUMAN[104-116] 
GAAEYLYFFRVLVPATDRN RVLVPATDRNALSSLWG 62.47 1854.011169 2.52048104 EIF3E_HUMAN[155-171] 
GAGKTENTKKVIQYLAHVA KVIQYLAHVASSH 43.84 1451.788483 2.071927168 MYH10_HUMAN[190-202] 
GAMLTGELKKALIEVLQPL KDYTSGAMLTGELK 78.95 1512.749374 2.254173797 SYWC_HUMAN[418-431] 
GAQCITCSYKASSGLLYPL KITVPGNFQGHSGAQCITCSY 62.85 2324.06781 0.276239788 SSRP1_HUMAN[325-345] 
GASVDEVARQLERSALEDK KGPSAAGEQEPDKESGASVDEVAR 81.33 2413.135696 0.101527652 AMPM2_HUMAN[46-69] 
GATLIRDRLKTEPFEENSF KDLEIQDYQESGATLIRDRL 65.33 2362.212814 2.416378392 NHEJ1_HUMAN[160-179] 
GCNLDSARFRYFIGQRLGI NRVIGSGCNLDSARF 54.32 1664.805283 4.09717585 LDH6A_HUMAN[156-170] 
GDGTARAASKCQMMEERAN RAAAGLGGGDSGDGTARAAS 32.98 1716.813934 0.174159817 RUFY1_HUMAN[86-105] 
GDHGELVVRIASLEVENQS KSLAGSSGPGASSGTSGDHGELVVR 146.69 2312.135681 -1.573437074 EF1D_HUMAN[59-83] 
GDVRDAFVAIVQSVKNKPL KEMSGDVRDAFVA 37.1 1423.676559 1.062741386 ANXA6_HUMAN[580-592] 
GEFTDLVPEKHIVMKWRFK KFHMVDGNVSGEFTDLVPE 67.93 2119.98848 3.407565686 AHSA1_HUMAN[249-267] 
GEIKITPWFKIIAATFLFK KAASGEIKITPWF 33.1 1446.787079 1.855836314 IDI1_HUMAN[185-197] 
GETIVMHNPKVIVQFQPSS KVIVQFQPSSVPDEWGTTQDGQTRPRVV 82.18 3153.620758 3.866666583 S23IP_HUMAN[397-424] 
GGGSSLAAMGGREPQYSSL GYAAAGSGGAGGVSGGGSSLAAM 32.69 1811.810837 3.524098581 GATA6_HUMAN[135-157] 
GGMSNELNNIISRTTDGVY KLYRPGSVAYVSRSGGMSNELNN 35.46 2498.233566 -1.20685273 ACLY_HUMAN[650-672] 
GGNTGINFEKYDDIPVEAT KPLPPSERLEQELFSGGNTGINFE 30.13 2658.328918 4.233862832 DDX3X_HUMAN[138-161] 
GGPQESSRDKRPLSGPDVG KRPLSGPDVGTPQPAGLASGA 38.91 1975.048691 4.568494965 PAK4_HUMAN[177-197] 
GHYQYHTVHKDSGLYKELL SQAVSNQINSSGHYQYHTVH 60.59 2256.030807 0.206114207 S20A1_HUMAN[363-382] 
GIDITDFQAKREKVDSQYP KRIPSIVSSPLNSPLDRSGIDITDFQA 34.13 2925.555969 3.343979778 NU153_HUMAN[326-352] 
GKSTIVKQMKIIHEDGYSE KIIHEDGYSEEECRQY 73.9 2054.90033 -1.774781943 GNAI2_HUMAN[54-69] 
GKTLSYLLPAIVHINHQPF AIVHINHQPFLERGDGPICL 46.57 2285.173904 -0.631024185 DDX5_HUMAN[152-171] 
GLMDGKGGGKDVSAQATGK KASEWVQQVSGLMDGKGGG 35.69 1932.936371 4.295537155 SYAC_HUMAN[915-933] 
GMGTLLISKIREEYPDRIM IREEYPDRIMNTF 30.78 1682.808609 0.413000026 TBB2A_HUMAN[155-167] 
GMNMGRINEILSNALKRGE KMGGMEGPFGGGMENMGRFGSGMNMGRINE 88.02 3135.32753 4.440046492 HNRPM_HUMAN[345-374] 
GMNVAGVSLKTLHPDLGTD LMGERLGVHPLSCHGWVLGEHGDSSVPVWSGMNVAGVSL 37.57 4125.997589 3.66553777 LDHA_HUMAN[173-211] 
GMQNMSIHTKTTSGYAGGL KLLEGEESRLESGMQNMSIHT 61.2 2388.141296 3.335648529 K2C8_HUMAN[393-413] 
GMYLGEIVRNILIDFTKKG KMISGMYLGEIVR 89.21 1495.789062 2.018332716 HXK1_HUMAN[743-755] 
GNARNGVALTALDQDHVAV KAVVSGNARNGVAL 45.85 1354.768082 -1.740519305 NOL11_HUMAN[252-265] 
GNLKRPKIGKRFQDSEFSS KRFQDSEFSSSQGEDE 50.4 1874.791855 0.057073002 F169A_HUMAN[340-355] 
GPFVQKWNGKMLNIHPSLL KMLNIHPSLLPSF 38.5 1495.822083 2.88069019 PUR2_HUMAN[910-922] 
GPPKGTGLHRYVWLVYEQD KGNDISSGTVLSDYVGSGPPKGTGLH 83.99 2542.266373 2.816778004 PEBP1_HUMAN[93-118] 
GQKFSTFDRDQDLFVQNCA DQDLFVQNCAALSSGAFWFRSCHFANLNGFYLGG 34.27 3868.751511 -2.36226079 MFAP4_HUMAN[191-224] 
GQPLIILSSTGPILIFEKL AGSLFCLFSGQPLIILSS 30.02 1909.001923 -6.841795099 S4A5_HUMAN[563-580] 
GQQIVGPPRKKSPNELVDD KKSPNELVDDLF 30.72 1403.72963 0.400361998 NSF1C_HUMAN[112-123] 
GRTTGIVMDSGDGVTHTVP SGDGVTHTVPIYEGYALPHAILRL 47.18 2578.35437 4.97681783 ACTB_HUMAN[155-178] 
GSELLDRLLKDIVTESNKF KSGSELLDRLL 30.76 1229.697922 3.017001114 VAC14_HUMAN[151-161] 
GSKKVISSANRAVVGVVAG NRAVVGVVAGGGRIDKPIL 63.27 1890.116318 2.509898441 RL8_HUMAN[162-180] 
GSKSPCPQEKSKDSLVQSC KVKAQTPPGPSLSGSKSPCPQE 56.6 2279.157974 -1.576459395 SRRM2_HUMAN[998-1019] 
GSLYEMVSRVMKALVNRKI KNMSGSLYEMVSR 79.35 1500.706451 -0.605714728 SSRP1_HUMAN[304-316] 
GSPPLSSNVSLRLFVLDQN MQVTASDSGSPPLSSNV 34.13 1691.767242 9.841779405 PCDG9_HUMAN[530-546] 
GSRPPTPKSSPQKTRKSPQ DTLSSSERSKGSGSRPPTPKS 32.53 2160.077072 2.698977771 VRK3_HUMAN[87-107] 
GSSHQDLSQKIADRLGLEL KIFSGSSHQDLSQ 59.48 1432.694656 -0.072590485 PRPS1_HUMAN[5-17] 
GSTEPCAQLSISSIGVVGT SISSIGVVGTAEDNRSHSAHFFEFLT 61.56 2807.351486 3.454501529 DDTL_HUMAN[61-86] 
GTLCGSLSGKKKKRMMYLT KRDLELTPNSGTLCGSLSG 42.54 2003.994598 1.768467841 MPP2_HUMAN[321-339] 
GVEARQALLKQGQDNLSSV KGQGVYLGMPGCLPVYDALAGEFIRASGVEARQALL 96.67 3805.964752 4.456425928 ERP29_HUMAN[146-181] 
GVKANEVISKLYAVHQEGN KFAEAFEAIPRALAENSGVKANEVIS 65.52 2760.44458 2.174287448 TCPQ_HUMAN[440-465] 
GVLGTVVHGKVLQHYQESD KVLQHYQESDKGEELGPGNVQ 59.09 2354.150238 0.201346538 MTCH2_HUMAN[90-110] 
GVPIFHEGMKYWSCCRRKT KTYQGLESLEEVCVYHSGVPIFHEGM 48.78 3008.404831 6.462561089 CHRD1_HUMAN[164-189] 
GYGTQNIRLSRDAVKDFDC SRDAVKDFDCCCL 69.42 1644.669464 0.187271672 NOSIP_HUMAN[36-48] 
GYPETLVNLIVLSQHLGKP IVLSQHLGKPPEVTNRYLSQL 50.07 2391.327408 1.666856653 COPE_HUMAN[257-277] 
GYPTIKILKKGQAVDYEGS KGQAVDYEGSRTQEEIVAK 71.99 2107.054535 -2.469798438 PDIA4_HUMAN[145-163] 
GYRILGAVAKVREAFQPQE KSFLDSGYRILGAVA 41.69 1595.867126 4.53421208 VINC_HUMAN[815-829] 
HDADPEVSYNSIFAMGMVG KFSHDADPEVSY 30.13 1393.615005 0.57906954 PSMD2_HUMAN[712-723] 
HDEMFSDIYKIREIADGLC YRDLISHDEMFSDIY 59.09 1902.845795 2.889882099 TCTP_HUMAN[4-18] 
HEEELIPLHKSIPSDPEER KLVISHEEELIPLH 45.17 1655.924622 0.091791618 CHD1_HUMAN[1212-1225] 
HEVLSEENFKVLKNHELSG KYSHEVLSEENF 43.41 1480.683395 -0.130345218 ZCCHV_HUMAN[107-118] 
HGTDEMESSSYRDRSPHRS KGLSEDTRSTSSHGTDEMESS 51.41 2239.94989 -0.038393716 PHF6_HUMAN[173-193] 
HIGDAVVISCAKDGVKFSA ICRDLSHIGDAVVIS 46.71 1653.850845 2.410737348 PCNA_HUMAN[147-161] 
HIRTDDVHAKDNTRPGANS KDNTRPGANSPEMWSEAIKIL 48.43 2356.184479 -0.749941278 DDX1_HUMAN[472-492] 
HLAWINTPRKNGGLGHMNI KNGGLGHMNIALLSDLT 31.98 1752.919235 4.135387333 PRDX3_HUMAN[149-165] 
HLGRYLAADKDGNVTCERE KDGNVTCEREVPGPDCRFL 43.61 2248.036499 1.557803889 FSCN1_HUMAN[74-92] 
HNPKQDNGYKVYWDNGAQI KVYWDNGAQIISPHD 35.24 1741.842377 2.593231201 PGM2_HUMAN[175-189] 
HPFIKEYQAKENDFDRLVL KENDFDRLVLQYAPSA 47.44 1864.9319 4.360480938 COPE_HUMAN[293-308] 
HQDADIEDFKAKKKELEEI KIEWLESHQDADIEDF 38.78 1973.900665 1.949946149 GRP78_HUMAN[601-616] 
HQYWSAPSDKEGYSGVGLL KEGYSGVGLLSRQCPL 34.37 1762.903595 1.76810576 APEX1_HUMAN[125-140] 
HSGSISPYPKVKAQTPPGP KVKAQTPPGPSLSGSKSPCPQE 56.6 2279.157974 -1.576459395 SRRM2_HUMAN[998-1019] 
HSSTNSPVHKQPSGMNISR KPTVSPSSSSPNALVAQGSHSSTNSPVH 41.14 2759.347458 1.377861997 K2030_HUMAN[1084-1111] 
IAGCRIIGRMCVGNRHGLL MCVGNRHGLLVPNNTTDQELQH 81.77 2532.196182 2.701212508 IF6_HUMAN[62-83] 
ICDLPVHSNKEWSQHINGA KGYPHLCSICDLPVHSN 58.1 1995.929504 0.325662805 MATR3_HUMAN[287-303] 
IDAHNGVAPSRRGDLEILG SRRGDLEILGYC 38.88 1437.70343 -0.824926737 VRK1_HUMAN[239-250] 
IDNPLHEAAKRGNLSWLRE KGRTGLIPSNYVAEQAESIDNPLHEAA 59.82 2879.441299 6.2977495 OSTF1_HUMAN[55-81] 
IEETNKLRAKLGLKPLEVN KLGLKPLEVNAIK 31.28 1421.896942 -0.823547731 SNUT1_HUMAN[129-141] 
IFQINMIKYIKDKYPNLQV IKDKYPNLQVIGGNVVTAAQAKN 30.05 2440.343781 5.024292108 IMDH2_HUMAN[290-312] 
IGCFGSRSRKVKEQYQDVP KVKEQYQDVPMPEE 34.1 1718.818512 3.515205333 PKP2_HUMAN[654-667] 
IIGKGGQRIKQIRHESGAS KDLAGSIIGKGGQRI 87.43 1511.878357 0.91078756 HNRPK_HUMAN[396-410] 
IIGLQRFFETRMNEAFGDT KADVQSIIGLQRFFE 51.99 1749.94136 2.453796509 TIF1B_HUMAN[779-793] 
IKDIKKAYRKLALQLHPDR KLALQLHPDRNPDDPQAQE 59.53 2184.092316 -0.537065211 DJB11_HUMAN[47-65] 
IKFCLDNGAKSVVLMSHLG KSVVLMSHLGRPDGVPMPDKYSLEPVAVEL 68.82 3262.709381 4.113145988 PGK1_HUMAN[56-85] 
IKKDEEVLKKNCPHIVVGT KNCPHIVVGTPGRILAL 65.63 1844.045456 0.58295743 UAP56_HUMAN[163-179] 
IKKDEEVLKKNCPHVVVGT KNCPHVVVGTPGRILA 67.8 1716.945755 -1.980843012 DDX39_HUMAN[162-177] 
IKLFADKILKTAENFRALS KTAENFRALSTGE 46.18 1422.710281 0.956624844 PAL4B_HUMAN[31-43] 
ILGVCLVMIPNIVDEDNSL VDMATVVCSILGVCLVMI 30.02 1994.991333 3.037607181 TMM22_HUMAN[221-238] 
ILKTNVRACKAVGHPFVIQ KAVGHPFVIQLGRIYLD 66.32 1925.088699 3.013887102 XPO1_HUMAN[700-716] 
ILNSLSRGKKASGDLIPWT KASGDLIPWTVSEQFQDPDFGGLSGGRVVR 46.14 3217.615662 5.183962832 NAT10_HUMAN[599-628] 
ILQQIELDLKATQALVLAP KATQALVLAPTRELAQQIQK 62.25 2206.279709 1.814366503 IF4A1_HUMAN[99-118] 
ILRNPVTNKKHYRLYVIYK KSLTYLSILRNPVTNK 47.21 1846.067596 1.125635922 RU2A_HUMAN[113-128] 
INFLDHINGKKHQRNLGMS KDSINFLDHING 36.98 1371.678268 1.724894281 ZMAT2_HUMAN[90-101] 
INSIKSRLSKSGHIQTLLR KLEDILESINSIKSRLS 31.08 1944.089096 3.635635843 TMED5_HUMAN[152-168] 
INSRLQLVMKSGKYVLGYK KSLESINSRLQLVM 68.9 1616.891937 1.816447923 RL30_HUMAN[9-22] 
IPDSLLIRRITGRLIHPKS KLDSVIEFSIPDSLLIRR 77.8 2100.19426 3.824884275 KAD2_HUMAN[121-138] 
IPSSDEHREKKKRFTVYKV KESCPSVSIPSSDEHRE 52.9 1942.869049 0.119925736 SGK3_HUMAN[10-26] 
IRMGRYRDHFAAGGYSSLG FAAGGYSSLGMVL 37.46 1287.616928 5.478337421 EPHA8_HUMAN[951-963] 
ISAQDENLSKTMFLPLAER KTMFLPLAERMVE 48.42 1563.815277 2.030290947 CL030_HUMAN[170-182] 
ISLSSNLKRTASNPKVENE ATASISLSSNLKR 32.94 1346.75174 -2.16001206 PI4KB_HUMAN[279-291] 
ISRNQGLRLIFTDGSRIVF KADNFEYSDPVDGSISRNQGLRL 55.32 2580.256821 1.782380716 PGM1_HUMAN[470-492] 
ISWDGLDSGKLYTLVLTDP KNRPTSISWDGLDSG 45.74 1631.790344 1.892399971 PEBP1_HUMAN[47-61] 
ITPEVLPGWKGMSVSDLAD KRELDSITPEVLPGW 61.7 1738.925369 2.820707598 IMMT_HUMAN[370-384] 
IVDVEGVVRKVNQKIGSCT KESIVDVEGVVR 60.35 1328.72998 1.98836486 SYDC_HUMAN[110-121] 
IVNLPSNLEKETTHRYCAN KKCPFGALSIVNLPSNLE 40.84 1986.060806 1.63942614 ABCE1_HUMAN[63-80] 
IWNLQKQDPKRIITYNEAM KRIITYNEAMDSPDQ 61.35 1779.846115 2.359192722 NUFP2_HUMAN[681-695] 
IYGHEDIKRGLALALFGGE SIAPSIYGHEDIKR 54.99 1584.825974 -0.663795279 MCM2_HUMAN[480-493] 
KAMGIMNSFVNDIFERIAG VNDIFERIAGEASRLAHYN 32.38 2174.086823 3.702704011 H2B1B_HUMAN[67-85] 
KCGKTFTRRNTMARHADNC NTMARHADNCAGPDGVEGENGGETK 45.89 2586.082321 -0.889762859 CTCF_HUMAN[568-592] 
KCLVIEKNGKLRYEIDTGE KLRYEIDTGEET 36.66 1452.70961 -1.119287701 HSP7E_HUMAN[97-108] 
KDKFDYIAYMDDIAACIGT MDDIAACIGTKPSIP 31.38 1603.758575 1.669203858 FMO4_HUMAN[434-448] 
KDSGLKEKFKILLGLGTPR KILLGLGTPRPNPRSAEG 32.48 1875.069 -0.590378274 TSC2_HUMAN[16-33] 
KEELKELLKKAASGEIKIT KAASGEIKITPWF 33.1 1446.787079 1.855836314 IDI1_HUMAN[185-197] 
KEENGIPMKKARNDEYENL KARNDEYENLFNM 32.55 1642.740906 0.612391155 IPYR2_HUMAN[82-94] 
KEFNAEVHRKHIMGQNVAD KHIMGQNVADY 70.82 1274.607742 -1.71033011 RL5_HUMAN[197-207] 
KERLGKIVSKIDGDKDGFV KIDGDKDGFVTVDEL 40.76 1649.81485 3.075496623 CALU_HUMAN[79-93] 
KGDVGLGLVKEGLVMVEVR KEGLVMVEVR 72.65 1158.643066 1.455150468 SND1_HUMAN[857-866] 
KHDLGHFMLRCLTTDEYDG RCLTTDEYDGHSTYPSHQYQ 42.16 2457.02916 -0.853469724 BLVRB_HUMAN[187-206] 
KHEFQAETKKLLDIVARSL KLLDIVARSLYSE 55.36 1505.845306 4.215572459 TRAP1_HUMAN[96-108] 
KIEDYFPEFARYTTPEDAT ARYTTPEDATPEPGEDPRVTRA 36.19 2428.161865 0.336880342 GNAS1_HUMAN[959-980] 
KKAMQIQEQKVQLEERVVK KVQLEERVV 52.29 1098.639694 1.154154549 SMC4_HUMAN[797-805] 
KLSKIRVVRKSIARVLTVI KSIARVLTVINQTQ 39.66 1569.920227 2.431333729 RL35_HUMAN[52-65] 
KLTIEVAELQRQLQLEVKN EQKSKLTIEVAEL 33.72 1486.824234 -7.090279913 CGNL1_HUMAN[614-626] 
KNECGILADPKGPFRECHS LQSKNECGILAD 33.86 1346.649994 5.710466739 FCGBP_HUMAN[1059-1070] 
KNLEGREFVKNAWADIERF KNAWADIERF 38.6 1248.625092 4.598658186 SNX4_HUMAN[401-410] 
KPEDWDERAKIDDPTDSKP KIDDPTDSKPEDWDKPEHIPDPDA 42.32 2759.256226 3.369023838 CALR_HUMAN[224-247] 
KPLPPNPEEKKKKDRFYRS KDAGTLNHGSKPLPPNPEE 51.36 1999.996292 -0.974501807 PAK1_HUMAN[29-47] 
KPPNIGFKKKDKGGINLTA KDKGGINLTATCPQSELDAETVK 32.42 2474.232254 3.454809057 DRG1_HUMAN[184-206] 
KQETIMRHHTLRQAPQPQS TLRQAPQPQSSLQRGIPTSAR 34.99 2291.245804 1.413641432 P66B_HUMAN[507-527] 
KQNKLEQVEKELLRVAQIL KELLRVAQIL 30.24 1181.749557 2.417601922 ATPO_HUMAN[60-69] 
KSATSPEGKKLPRTFCQLI KLPRTFCQLILDPIF 33.01 1860.033157 3.35854228 EF2_HUMAN[284-298] 
KSCELGWQRRLVECRDING RLVECRDINGQPASECA 51.32 1973.904724 -0.918484047 ATS1_HUMAN[877-893] 
KSKDSAEKLKALLDESLAR KALLDESLARGIDSSYRPSQ 58.48 2205.138916 2.415720824 INT12_HUMAN[32-51] 
KSPLWPKENLDPVVVQEGA LDPVVVQEGAPLTLQCNPPPGL 32.31 2313.203888 -4.260757148 NFASC_HUMAN[147-168] 
KVLFLGNLKKLMSTGTSRW KLMSTGTSRWNNRQVA 30.46 1847.942429 8.812503974 COR2A_HUMAN[236-251] 
KVSILESLDKWERLTVADA KWERLTVADALEPVQFEDGQ 50.4 2330.154266 2.955169149 KAP0_HUMAN[261-280] 
LAAMAVFEDKFRPDMEEEE KFRPDMEEEEA 43.57 1379.602692 -0.21745391 PSB7_HUMAN[184-194] 
LARELSGTIKEILGTAQSV KEILGTAQSVGCNVDGRHPHDIIDDINSGAVECPAS 73.96 3830.795212 0.822022537 RL12_HUMAN[130-165] 
LARPGHPMGKFFWGNAETL KEMLFGSLARPGHPMG 55.29 1726.8647 -0.693742828 NRDC_HUMAN[325-340] 
LCRFDGNTLKTTHVVNLGS KTTHVVNLGSNQYLF 53.66 1719.894424 2.250138117 NUDC1_HUMAN[429-443] 
LDSLRKGGPPPPNWRQPEL PPPNWRQPELPEVIA 36.6 1741.915131 -3.720043465 CTND1_HUMAN[359-373] 
LEDVVRAYLKMAEEKTEAA KSLEDVVRAYL 57.24 1291.713577 3.510840236 EIF3A_HUMAN[84-94] 
LEEKIGCLLKFSGDLDDQT KFSGDLDDQTCREDLHILF 47.24 2308.079407 3.927507855 LA_HUMAN[235-253] 
LELCGLPSQKTASLKKRKK KKAGPGSLELCGLPSQ 35.89 1640.855576 2.223230401 RRP1B_HUMAN[573-588] 
LELCRPVLQQGRKQLLEKW KYESLELCRPVLQ 43.95 1633.849747 3.185727457 CLH1_HUMAN[429-441] 
LERAQNLNPMVDVKVDTED NRAEASLERAQNLNP 34.85 1681.849533 -0.403722204 SAE1_HUMAN[90-104] 
LETRRQLALKAFTHTAQYD KAFTHTAQYDEAISDYFR 99.75 2162.006866 4.545776498 PUR9_HUMAN[177-194] 
LFSNVVTKNKDLPESALRD KDLPESALRDLIVA 56.8 1538.866776 2.707186915 PUR9_HUMAN[408-421] 
LGDAFPELKKDPDMVKDII KDPDMVKDIINEEEVQFL 53.5 2161.061264 3.216012482 SYAC_HUMAN[366-383] 
LGGTSEVIQRRAIYRIYGD LDDSLGGTSEVIQ 32.82 1332.6409 8.324072899 SIN3B_HUMAN[528-540] 
LGNSQREYEKQVVLYSIRN KLPANVRQSLGNSQREYE 35.14 2088.071167 -0.342421279 F91A1_HUMAN[17-34] 
LGQHALRSAKGEEVDVARA VVRALPESLGQHALRSA 38.94 1803.01149 0.405987429 DDAH1_HUMAN[17-33] 
LGSGESPFSRSVTSNQSDG RSVTSNQSDGTQESCESPDVLDRHQ 61.57 2831.237656 0.630113123 NDRG3_HUMAN[345-369] 
LGVGYRTQPMTAQAASYRA RAQPSASLGVGYRTQP 69.8 1686.880157 0.762946908 RBM14_HUMAN[250-265] 
LHDALCVLAQTVKDSRTVY QTVKDSRTVYGGGCSEMLMAHAVTQLANRTPG 35.24 3434.649338 -0.115004462 TCPB_HUMAN[399-430] 
LHSATTIGNKMYVFGGWVP KPSLSGVAPLPRSLHSATTIGN 36.35 2202.212051 -0.907723668 HCFC1_HUMAN[244-265] 
LIGRHFYQRKKVPVSVNLL KKVPVSVNLLS 38.41 1182.733597 1.358716793 RL1D1_HUMAN[177-187] 
LIINTFYSNKEIFLRELIS KEIFLRELISNSSDALD 41.84 1949.010529 3.854776507 HS902_HUMAN[41-57] 
LISQAEHSLKENDHARFLQ KQCIERSASLISQAEHSL 44.97 2056.037094 0.967394998 TRI18_HUMAN[303-320] 
LKNVDENIRKLTGRDPNDV KLTGRDPNDVRPIQA 30.24 1678.911453 -0.364521904 PININ_HUMAN[28-42] 
LLLIIIKSEPSLHEPMYIF PSLHEPMYIFLATLGA 30.33 1758.901459 -8.366585817 O52A4_HUMAN[57-72] 
LLLKNSPLVSRLTLYDIAH SRLTLYDIAHTPGVAADLSHIET 64.85 2479.270691 2.723784871 MDHM_HUMAN[51-73] 
LLNVVMDLKKCCNHPYLFP KCCNHPYLFPVAAMEAP 39.58 2003.905579 5.806161788 CHD4_HUMAN[1017-1033] 
LLQDGEFSMDLRTKSTGGA KCSVIRDSLLQDGEFSM 58.8 1983.939392 2.908354975 PROF1_HUMAN[70-86] 
LLSRFDLLFIMLDQMDPEQ IMLDQMDPEQDREISDHVLRMH 35.18 2707.251617 1.641517165 MCM3_HUMAN[484-505] 
LNAGKQRYEKMISGMYLGE KMISGMYLGEIVR 89.21 1495.789062 2.018332716 HXK1_HUMAN[743-755] 
LNDLIEERYKASQDPFPAA KSLNDLIEERY 91.96 1378.709198 3.188489644 TOPK_HUMAN[121-131] 
LNEESLGNRRIRVDVADQA RIRVDVADQAQD 36.21 1384.705887 1.868266774 IF4B_HUMAN[165-176] 
LNEVPLHYLKPNSFVKFRC KWVPSLNEVPLHYL 30.05 1693.919159 2.311208288 CJ119_HUMAN[47-60] 
LPHPLEGSRKVEEEGSPGD KVEEEGSPGDPDHEASTQGRTCGPEHS 63.69 2892.221664 -0.367191773 OGFR_HUMAN[309-335] 
LPLQSRGRARLLVGNDDVH RLLGPSAAADILQLSSSLPLQSRGRA 83.01 2676.503448 4.16364119 HUWE1_HUMAN[2579-2604] 
LPPVLVVHLKRFSYSRYMR KKLDLWSLPPVLVVHL 30.65 1856.128769 3.045586111 UBP15_HUMAN[820-835] 
LPVPSYPAAQSQAKAVAAA QSQAKAVAAAVAAAAAAAAAAA 33.7 1823.985291 1.224242329 LBXCO_HUMAN[507-528] 
LQAERNKPTKNMINIISRL KNMINIISRLQEVFGH 59.08 1898.019608 2.704924637 SYRC_HUMAN[71-86] 
LQAIQQLVRKSYQALALWK KISLQAIQQLVR 43.63 1395.856155 2.283186551 NU155_HUMAN[775-786] 
LQEEIAFLKKLHEEEIQEL KLHEEEIQELQAQ 69.7 1593.799805 -0.703350569 VIME_HUMAN[236-248] 
LQMANTNFLSTLSPEHCRP PPEPSLQMANTNFL 34.42 1557.74971 4.507784502 CXXC4_HUMAN[16-29] 
LQNLSMVLRQLRTDTEDEH KVSLQNLSMVLR 43.52 1386.801682 1.270549368 TTC5_HUMAN[136-147] 
LQVLLLLLLLLLLLPGMWA LLLLLPGMWAEAG 30.89 1382.763168 -6.463145828 PLXA1_HUMAN[17-29] 
LRELALGSNKLGDVGMAEL KLGDVGMAELCPGLLHPSSRL 73.68 2249.166031 4.486551842 RINI_HUMAN[238-258] 
LRIKEQEVCKLQEQLEATV KLQEQLEATVK 74.68 1285.724136 1.77020866 SAS6_HUMAN[445-455] 
LRNYYEQWGKLTDCVVMRD KLTDCVVMRDPAS 59.81 1490.722137 1.802482121 ROA2_HUMAN[46-58] 
LRPNGIIVIKDNMAQEGVI KDNMAQEGVILDDVDSSVCRDLDVVRR 37.28 3103.502655 2.351214357 ME11A_HUMAN[166-192] 
LRRLAEALPKQSVDGKAPL KQSVDGKAPLATGEDDDDEVPDLVENFDEAS 104.12 3304.474289 0.064760679 BTF3_HUMAN[171-201] 
LSLAPVNIFKAGADEERAE KAGADEERAETARLTSFIGAIAIGDLV 41.85 2773.460983 4.680073049 TCPB_HUMAN[13-39] 
LTGESDHVKKSLDKDPLLL KIDESSLTGESDHVK 93.12 1643.800232 -0.200754321 AT2B1_HUMAN[237-251] 
LYEMVSRVMKALVNRKITV KNMSGSLYEMVSRVM 71.49 1730.815353 1.79048562 SSRP1_HUMAN[304-318] 
MDEGIRTRSKSAKNPERWT KGEEIYSMDEGIRTRS 34.47 1869.889038 0.141184848 IPO9_HUMAN[884-899] 
MDLKNELMYQLEQDHDLQA QLEQDHDLQAILQERELLPVK 31.95 2514.344162 5.019201504 DHX9_HUMAN[371-391] 
MEDAKVYVAKVDCTAHSDV KVDCTAHSDVCSAQGVRGYPTL 78.6 2420.121307 0.758226455 TXND5_HUMAN[118-139] 
MEEVDRLARKPNSVVISCG KIDQISMEEVDRLAR 59.61 1801.935593 3.035624592 DRG2_HUMAN[247-261] 
MEHSMNSSEKVDRQPSGDS KEHPGAEDASDEQNSQSSMEHSMNSSE 104.25 2947.14679 -0.572418044 BCL7A_HUMAN[140-166] 
MFTSLLKIIKLQTHDIIEV KLQTHDIIEVPTRLD 55.42 1776.973389 1.909426456 STRUM_HUMAN[643-657] 
MGEYFRDNGKHALIIYDDL KHALIIYDDLS 43.46 1286.687027 1.294020974 ATPA_HUMAN[305-315] 
MGKRTSEATKMHAPPINME KMHAPPINMESVHM 31.99 1620.757446 0.349836431 COPD_HUMAN[263-276] 
MGLLDKKSLKISGIKDFSW KISGIKDFSWSPGGNIIAF 40.53 2036.073105 6.290049197 EIF3B_HUMAN[463-481] 
MLKTGSSLLKEEEEDGQEG KEEEEDGQEGSIHNLPLVTSQRPFYDGPMPTPRQ 32.38 3880.832611 2.352330264 WDHD1_HUMAN[397-430] 
MRTVKRETLKLISGWVSRS KLISGWVSRSNDPQMVAENFVPPLLDAVLIDYQRNVPAAREPEVLS 50.68 5132.67569 5.285742104 XPO1_HUMAN[757-802] 
MVNNEQRQHAEHIFLSFRK KVLMAPPSMVNNEQRQH 55.43 1977.987656 -1.493437025 XPO4_HUMAN[20-36] 
NAARDFVNYLVRINEIKSE KDAQSNAARDFVNY 55.67 1597.748459 2.706934233 DHX9_HUMAN[55-68] 
NELNNIISRTTDGVYEGVA TTDGVYEGVAIGGDRYPGSTFMDHVLR 65.13 2912.376343 3.443236319 ACLY_HUMAN[677-703] 
NFHMDFIVAASNLRAENYD ASNLRAENYDIPSADRH 40.23 1927.913605 -2.189932157 UBA1_HUMAN[865-881] 
NIAEHPGFMKTGECLRCMF KLLNSSNIAEHPGFM 59.09 1656.829346 1.604269025 CNOTA_HUMAN[271-285] 
NIFSLIAGRKQYNAPTDHG KQYNAPTDHGLCIKPN 34.94 1854.904648 0.314840982 GRB10_HUMAN[352-367] 
NIFVIGKGNKPWISLPRGK KDANGNSFATRLSNIFVIGKGN 44.94 2322.208023 -1.601923671 RS4X_HUMAN[211-232] 
NLFLSCPIPKLLLLAGVDR KLLLLAGVDRLD 50.21 1324.807816 2.133139589 PPME1_HUMAN[316-327] 
NLPKLPKLKKLELSENRIF KLELSENRIFGGLDMLAE 54.92 2034.045532 4.607566474 AN32B_HUMAN[68-85] 
NLTPADVFFREVSQVDTIC KREYEIPSNLTPADVFF 33.51 2025.020721 5.907593871 NU133_HUMAN[674-690] 
NLVIEDTELKQVAYIYKCV KWRVENQENVSNLVIEDTEL 30.83 2414.207733 -0.182668622 CAP1_HUMAN[328-347] 
NNHENVSLAKAKGVWSTLP IKSNNHENVSLA 33.42 1324.673492 -1.056864207 YTDC1_HUMAN[360-371] 
NNTRFGIAAKYMLDCRTSL KYMLDCRTSLSA 47.63 1443.684998 0.786875254 VDAC3_HUMAN[224-235] 
NNVEMDWVLKHTGPNSPDT KHTGPNSPDTANDGFVRL 93.24 1924.939148 1.856682069 HNRH1_HUMAN[98-115] 
NPLDTSVKEKISMFCHVEP KISMFCHVEPEQVICVHDVSS 36.06 2500.154907 1.71829353 PYRG1_HUMAN[229-249] 
NRLVTSPCCIVTSTYGWTA KVVVSNRLVTSPCC 59.09 1617.833099 0.3801381 HS90A_HUMAN[585-598] 
NSFTNQVMAQIELWTHPDK QIELWTHPDKYPVGVHFLP 31.17 2275.178986 2.495627832 SAHH_HUMAN[369-387] 
NSGADLLCQRLRVHLPSSI KAHILACAPSNSGADLLCQ 72.29 2024.977158 1.320508722 MOV10_HUMAN[547-565] 
NSTARNVTWKLGSRLYGPS KLGSRLYGPSSVSFADDFVRSS 46.05 2374.191727 2.879295687 SERPH_HUMAN[129-150] 
NTAGMDIFAKFSAYIKNSR KHPESNTAGMDIFA 30.82 1516.698013 1.100416817 CLIC4_HUMAN[110-123] 
NVLIIGELLKQADLYISEG KQADLYISEGLHPRIITEGFEAA 64.2 2557.317612 6.057910025 TCPZ_HUMAN[104-126] 
NYASTSAGLKYPGSGADLP RSVFMPRPQAVGSSNYASTSAGL 43.24 2382.175018 1.995655216 F175B_HUMAN[327-349] 
NYGPMKSGNFGGSRNMGGP FGGSRNMGGPYGGGNYGPGGSGGSGGYGGRSRY 53.34 3099.339066 -0.159388821 ROA2_HUMAN[321-353] 
NYGPPQGKQKGYNHGQGSY KGYNHGQGSYSYSNSYNSPGGGGGSDYNYES 117.19 3252.292892 4.796923438 ILF3_HUMAN[775-805] 
PAHTSRGGLVISPESLSPP VISPESLSPPV 31.51 1123.612488 -3.591095723 ACD10_HUMAN[653-663] 
PAIAAVGPIKQLPDFKQIR KYIYNRSPAIAAVGPI 56.64 1731.967148 2.105120761 MPPB_HUMAN[456-471] 
PALQVLREMKAIGIEPSLA KAIGIEPSLATYHH 41.42 1535.809601 -0.76116206 PTCD3_HUMAN[361-374] 
PATIENELIKFCREARGKE KDRDVTFSPATIENELI 43.54 1946.994904 8.43350949 ARMET_HUMAN[42-58] 
PDCPQMCAYKLVTIKFKWW KKELANSPDCPQMCAY 74.86 1910.832458 2.702487064 PIPNB_HUMAN[178-193] 
PDLRLTWLQNMAGKHSERS KGYQTSPDLRLTWLQ 33.66 1804.947174 4.026710645 DOCK7_HUMAN[1678-1692] 
PDQLADLYKSFIKDYPVVS KSPDDPSRYISPDQLADLYK 37.19 2307.13826 2.593255941 ENOA_HUMAN[262-281] 
PEDAEFIVAKAIRDGVIEA KAIRDGVIEASINHE 68.94 1650.868896 -0.752331092 PSMD3_HUMAN[440-454] 
PEDRAKCFEKNEAIQAAHD KNEAIQAAHDAVAQEGQC 75.24 1938.885361 6.54138726 UCHL1_HUMAN[135-152] 
PEELLLRWANYHLENAGCN KLSPEELLLRWA 71.38 1453.829254 4.072005006 PLSL_HUMAN[263-274] 
PEEQRVLERKLKKERKKEE KGEAVLRPGLDAEPELSPEEQRVLER 38.19 2916.530441 0.675802993 CG050_HUMAN[43-68] 
PELGPLPALRVLDLSGNAL RRNALGPGLSPELGPLPAL 33.73 1927.100296 4.190752301 LRC47_HUMAN[83-101] 
PELLAHGRQKILDLLNEGS KAEDCWELQISPELLAHGRQ 51.54 2379.164093 0.970088615 KIF22_HUMAN[571-590] 
PELVQAMFPKLNNQERVTL KLNNQERVTLLDL 41.22 1554.872925 0.924191281 ATX10_HUMAN[237-249] 
PENAGPQNTKSEHVKKTLF KAVSQSRNEMGIPQQTTSPENAGPQNT 86.7 2869.362427 2.305041684 DLGP5_HUMAN[645-671] 
PGAEGPEIPRAMEVEVEEL RAMEVEVEELL 32.88 1332.659485 -4.924738895 FR1L4_HUMAN[404-414] 
PGAPGPLTLKEVEELEQLT KQHPVPPPAQNQNQVRSPGAPGPLTL 64.83 2727.456879 -1.431736659 ZYX_HUMAN[328-353] 
PGSPTCCRCKELGLEKEDA AAARTESGCDAEGRASPAEGSAGSPGSPTCCRC 55.16 3339.372116 -0.468351518 KLRG2_HUMAN[189-221] 
PIINHVARFAAAATQQQTA KLYGPTNFSPIINHVARF 50.14 2073.115967 0.479471489 CPNE3_HUMAN[390-407] 
PIKMDLAPSKDMGPPKENK KETERASPIKMDLAPS 40.2 1771.913788 1.515875105 MAP4_HUMAN[352-367] 
PIKVTLATLKMSVQPTVSL KDELHIVEAEAMNYEGSPIKVTLATL 85.5 2870.473511 1.689965081 NPM_HUMAN[54-79] 
PIPFPPLSYKHDTKLLILA SRRFSPIPFPPLSY 34.96 1662.888199 2.864293584 PRP8_HUMAN[819-832] 
PNELVDDLFKGAKEHGAVA KKSPNELVDDLF 30.72 1403.72963 0.400361998 NSF1C_HUMAN[112-123] 
PNFTLEGHEKGVNCIDYYS KGVNCIDYYSGGDKPYLISGADDRLV 64.61 2874.385803 6.164099468 COPB2_HUMAN[186-211] 
PNKHNRLYMKARPFPDGLA KARPFPDGLAEDIDKGEVSA 76.97 2114.064377 2.817321963 EF2_HUMAN[605-624] 
PPSANNATFARVPVATYTN ARVPVATYTNSSQPFRLGERSF 36.24 2482.271698 1.005127683 DPOD2_HUMAN[25-46] 
PQPPSFTYAQQREKPRVQE KLGHPEALSAGTGSPQPPSFTYA 50.61 2312.143707 2.475624669 ZYX_HUMAN[295-317] 
PRLSSSLDNKEKEKDSKGT KDTAGVTRSASSPRLSSSLDN 30.32 2148.077072 -0.270474466 MYPT1_HUMAN[462-482] 
PSILSNTEHKRGPEVTSQG KRGPEVTSQGVQTSSPAC 68.16 1887.910889 1.342754054 ATX2_HUMAN[874-891] 
PSKMPEINAKVAESTEEPA KVAESTEEPAGSNRGQYPEDSSSDGLRQ 61.51 2993.359833 -1.226715198 HERP1_HUMAN[100-127] 
PTAYCDCWEKCKCKTLIAG KRTSPTAYCDCWE 34.84 1672.697372 -1.463504422 UBR5_HUMAN[1224-1236] 
PVEFECINEKKRQKKKSYK KEASRSSPVEFECINE 51.73 1880.857407 1.098966882 CPNE3_HUMAN[237-252] 
PVVNELMRGIRSQMDGLIP KLNLSCIHSPVVNELMRG 67.61 2066.076477 1.315052966 NOL5_HUMAN[101-118] 
PVVRVAVEAKNPADLPKLV KFSVSPVVRVAVEA 40.79 1486.850769 1.913440178 EF2_HUMAN[498-511] 
PYDMLESIRKEVKGDLENA KEVKGDLENAFLNLVQC 51.46 1976.003693 4.914464499 ANXA2_HUMAN[246-262] 
PYNSPKPQHKVTQSFLPPG KDTLSNPQSPQPSPYNSPKPQH 30.94 2446.187683 0.633639034 NED4L_HUMAN[471-492] 
PYQQVIEKTKSLSFRSQML KLGHVVMGNNAVSPYQQVIEKT 69.08 2411.263107 0.474854858 EIF3E_HUMAN[387-408] 
QAAKFDPSTKIYEISNRWK KIYEISNRW 42.49 1207.634918 2.479226093 EXOSX_HUMAN[716-724] 
QAHGARLTAQVASLTSELT KEELEQASQAHGARLTA 57.78 1837.928192 0.723640894 NUMA1_HUMAN[482-498] 
QALDARLEVGLEQQAELML GLEQQAELMLKM 37.07 1389.69957 -2.674678816 BIRC6_HUMAN[2546-2557] 
QARVDAHRCIVRALKDPNA SYTEDNASQARVDAHRC 47.01 1978.855133 -1.547359354 EIF3M_HUMAN[191-207] 
QATKRKHVVKEVLGEHIVP KEVLGEHIVPSDQQQIVR 57.34 2074.117096 -0.455133416 EIF1A_HUMAN[12-29] 
QCEFSMGKTLLVYDMNLRE LLVYDMNLREMENYEKIYKEIE 30.66 2866.376801 3.681302471 THOC7_HUMAN[68-89] 
QCLPSEIEVKYKMAECYTM KVRPSTGNSASTPQSQCLPSEIEV 103.37 2571.259872 1.81661918 APC7_HUMAN[81-104] 
QDEQKSMQTLDIGILDIFG LDIGILDIF 32.24 1017.574646 5.973026179 MYO16_HUMAN[772-780] 
QDLEHQLQNIIQELNLEIL KVNLSQDLEHQLQN 38.65 1664.848175 1.873444105 DHX9_HUMAN[275-288] 
QETSENPGNKTIVPATLPQ KIKGIQQATTGVSQETSENPGN 106.02 2286.145157 -0.478534793 GCR_HUMAN[496-517] 
QFIGYPITLYLEKEQDKEI KHSQFIGYPITL 60.02 1402.76088 -1.246114021 H90B3_HUMAN[183-194] 
QKWHMQKMQRQQQQQQQQN RQQQQQQQQNQQQQPQSSQGTRYQTRQAV 47.09 3512.696564 -2.039458823 PKCB1_HUMAN[839-867] 
QLAEEEEKAKNLAKIRNKQ KLMEDRIAECSSQLAEEEEKA 76.06 2465.141327 1.653049241 MYH10_HUMAN[1002-1022] 
QLDIIIHSLKKCDISLQFF KSQLDIIIHSL 47.38 1265.734314 1.185082828 KU86_HUMAN[144-154] 
QLGTKQDSSKLQENLQQLQ KLQENLQQLQHSTNQLA 39.21 1992.038818 1.824261639 STX12_HUMAN[58-74] 
QLLKVLGTRKLMHVAYEEF KLMHVAYEEFE 38.13 1394.654007 -0.862579532 DYHC1_HUMAN[400-410] 
QLQDNPPQEKGEVLGDVLQ KLSQLEEHLSQLQDNPPQE 61.68 2232.102203 2.379371336 NUMA1_HUMAN[386-404] 
QLRLFDPQLKEKPEEESLA KEKPEEESLAAPTWLVHL 58.86 2076.089111 2.751808663 SC16A_HUMAN[1685-1702] 
QMLAMNIEKKLNQNSRSEA KLNQNSRSEAPNWATQDSGFY 53.8 2412.109421 1.380948962 EIF3E_HUMAN[425-445] 
QNRYFSEADKIKVAQGVSG KIKVAQGVSGAVQD 75.27 1398.783081 -1.327582543 IMDH2_HUMAN[436-449] 
QNTWLNTELKTKTDELLAL KELLHSQNTWLNTEL 42.18 1824.936981 2.208843397 TPR_HUMAN[187-201] 
QPEKVNGESKSSSTSESGD KSSSTSESGDSDNMRISSCSDESSNSNSSR 99.13 3184.275253 -1.828045485 ANR17_HUMAN[1604-1633] 
QPFTLQDLEKIMQSPSPEN KTSSWTRSQPFTLQDLE 44.95 2023.001068 2.5971316 MDN1_HUMAN[2471-2487] 
QQKAARAQSKGCFQAEIVP KGCFQAEIVPVTTTVHDDKGT 63.7 2302.126389 1.878697895 THIK_HUMAN[216-236] 
QQQLEAEAQKHCEALRREK KVQQQALHSQQQLEAEAQ 47.92 2063.039551 1.077051576 PCNT_HUMAN[2810-2827] 
QRPEEEVKSSLHESLHIGQ SLHESLHIGQSRTPETTESQV 33.66 2335.140411 1.225622231 TMF1_HUMAN[132-152] 
QSLDQEILLKVKTEIEEEL KVKTEIEEEL 39.8 1216.655045 1.164668659 B2L13_HUMAN[58-67] 
QSWVQKMETKTESSGIETE KTESSGIETEPTVHHLPLSTE 44.78 2291.128113 0.832777525 E41L3_HUMAN[829-849] 
QTGGFAGIKKLQKFLGRPF KEVQTVSEHIQNCLGSQTGGFAGIK 102.1 2687.333725 -0.715951272 MDN1_HUMAN[2772-2796] 
QTTSSEISSVMVGETEASS KEGEVRETASQTTSSEISS 30.65 2024.949799 0.263216402 PP4R2_HUMAN[252-270] 
QVTLEGDKLKVEREIDGGL KVEREIDGGLETLRL 33.75 1726.957718 2.486453464 ETFB_HUMAN[161-175] 
QYNGNLQDLKVGDDVEFEV KVGDDVEFEVSSDRRTG 73.65 1894.9021 2.681405018 CSDE1_HUMAN[64-80] 
RADEVAPAKKAKPAMPQDS KAKPAMPQDSVPSPRSLQG 62.07 1993.041473 3.678297767 ACLY_HUMAN[469-487] 
RAMIENFNAKYVSLHVRKS KLMDQASRAMIENFNA 41.29 1837.881439 3.521989973 ARD1A_HUMAN[89-104] 
RCGEEIAVQFVDMVKGKSL KEAQSRCGEEIAVQ 43.26 1603.76239 -1.881824901 SERA_HUMAN[289-302] 
RDDNMFQIGKMRYVSVRDF KQSSSSRDDNMFQIG 30.1 1698.763138 2.021470753 TCP4_HUMAN[53-67] 
RDFNPTATVKMLPTFVRSI KMLPTFVRSIPDGSE 37.08 1675.860336 3.052760358 HXK1_HUMAN[62-76] 
RDTQEVPLEKAKQVLKIIA IRLENNENKPVTNSRDTQEVPLE 60.33 2694.357239 0.528140805 YTHD2_HUMAN[513-535] 
RDTQEVPLEKAKQVLKIIS IRLENNDNKPVTNSRDTQEVPLE 40.95 2680.341599 2.791808329 YTHD1_HUMAN[492-514] 
REDMESVLDKMRDHLIAKN KSLSREDMESVLD 37.14 1507.718796 1.97516938 SRPR_HUMAN[331-343] 
REQTNQSLRKGKKKKRWHH KEDAAGTSGLGELNSREQTNQSLR 111.78 2560.247696 -0.810468457 GPTC4_HUMAN[265-288] 
REYTAAVEAKQVAQQEAQR KQVAQQEAQRAQFLVE 68.46 1871.985336 0.255343881 PHB2_HUMAN[200-215] 
RFPDENFTLKHVGPGVLSM KHVGPGVLSMANAGPNTNGSQFF 67.57 2329.127365 2.377285194 PPIF_HUMAN[133-155] 
RFYSLKVAPKVKATAAPAG KVKATAAPAGAPPQPQDLEFT 57.99 2136.121506 4.540003915 QCR2_HUMAN[21-41] 
RGFGFVTFSSMAEVDAAMA SMAEVDAAMAARPHSIDGRVVEP 65.66 2408.157639 2.978625603 ROA2_HUMAN[71-93] 
RGLATFCLDKEALKDEYDD KFYGPEGPYGVFAGRDASRGLATFCLD 42.4 2950.407227 3.875397232 PGRC1_HUMAN[105-131] 
RGSCSTEVEKETQEKMTIL KEAAALGSRGSCSTEVE 58.4 1750.815552 -0.502622906 VATG1_HUMAN[58-74] 
RILDVAQDLKALSMLLNGT KLSRILDVAQDL 34.49 1369.792892 3.33627078 CNOT1_HUMAN[556-567] 
RKCLREEIHKDLLVTGAYE KDLLVTGAYEISDQSGGAGGLRSHL 111.04 2543.297974 1.064759233 TMEDA_HUMAN[50-74] 
RKQGLDNVHKQRVAEVLND KQRVAEVLNDPENME 48.99 1770.85701 1.046950708 KLC1_HUMAN[499-513] 
RLEEQMNGLKTSNEHLQKH KEEVSRLEEQMNGL 34.83 1660.80899 2.097772845 TPR_HUMAN[230-243] 
RLEGQVLRYKTAAENAEKV KAEQDITTLEQSISRLEGQVLRY 39.69 2676.408218 2.557158491 LRRF2_HUMAN[639-661] 
RLGCQICLTKSMDNMTVRV KSMDNMTVRVPETVADARQ 36.36 2147.04631 1.21236323 ADX_HUMAN[158-176] 
RMMIPDCQRRLEAAYLDLQ RLEAAYLDLQR 68.68 1346.730606 0.962330546 TBCA_HUMAN[70-80] 
RNQAIEELEKSIAVAEAAC KQQDENNASRNQAIEELE 69.57 2114.982788 8.068150765 MST4_HUMAN[365-382] 
RNTGQRAVLKFAAATGATP ARAIVAIENPADVSVISSRNTGQRAVL 53.37 2806.541306 1.905191984 RSSA_HUMAN[62-88] 
RPELLEYYIKVILDYNTAH KSRPELLEYYI 30.53 1409.755417 2.287630862 TRI25_HUMAN[447-457] 
RPIDTSRLTKITKPGSIDS KITKPGSIDSNNQLFAPGGRLSWG 89.61 2542.329208 2.589751154 IF4G1_HUMAN[1072-1095] 
RPSAAGINLMIGSTRYGDG NMIRQISRPSAAGINL 44.51 1739.946426 1.65867176 DHX9_HUMAN[1133-1148] 
RPSMELVLWKPLPELLSDK KPLPELLSDKPKPSSNT 44.28 1850.014893 1.658905564 CC117_HUMAN[212-228] 
RRLNHYVLYKAVQGFFTSN KAVQGFFTSNNATRDFLLPFLEEPMDTEADLQFRPRTG 37.5 4358.143005 2.297997103 PSMD3_HUMAN[115-152] 
RSEDDETKEKQVRDKRRKT KMIDAVVTSRSEDDETKE 49.13 2051.968094 0.982958754 PATL1_HUMAN[495-512] 
RSSGRVYYFNHITNASQWE NHITNASQWERPSGNSSSGG 44.44 2084.925995 -0.798109863 PIN1_HUMAN[26-45] 
RSTDSIRLLALLSLGEVGH KEGPAVVGQFIQDVKNSRSTDSIRLL 35.84 2856.545746 2.51142486 CAND1_HUMAN[812-837] 
RSVNSVLLFTILNPIYSIT KISRPGDSDDSRSVNSVLLF 59.22 2191.123306 0.669063213 HNRPL_HUMAN[147-166] 
RTPEELRAIKQVYEEEYGS KVLTEIIASRTPEELRAI 54.7 2038.178589 0.997949842 ANXA5_HUMAN[108-125] 
RTQEEIVAKVREVSQPDWT KGQAVDYEGSRTQEEIVAK 71.99 2107.054535 -2.469798438 PDIA4_HUMAN[145-163] 
RTRAIGNAAKSQIVTNVRN KSQIVTNVRNTIHGF 32.53 1712.932205 1.820270523 HS74L_HUMAN[53-67] 
RTRQRQLNEELCALRELRQ ELCALRELRQRLEDA 35.71 1870.968277 9.33473871 WWC3_HUMAN[986-1000] 
RTTVEDFCMKIHKNLIKEF KPKGQLPDYTSPVVLPYSRTTVEDFCM 45.4 3127.535858 6.377225044 DRG1_HUMAN[297-323] 
RVEANSTLLNVHIVFEGEK KNSLPELSRVEANSTLL 60.53 1870.015945 3.859325381 CHRD1_HUMAN[248-264] 
RVKLILEYVKASEAGEVPF KASEAGEVPFNHEILREAY 65.57 2159.064682 5.141115082 CSN6_HUMAN[243-261] 
RVMKALVNRKITVPGNFQG KITVPGNFQGHSGAQCITCSY 62.85 2324.06781 0.276239788 SSRP1_HUMAN[325-345] 
RWNQDTMEQKTVIPGMPTV KTVIPGMPTVIPPGLTREQERAY 62.47 2552.378464 2.953323775 SF01_HUMAN[30-52] 
RYGQKESSDQNFDYMFKIL QNFDYMFKILI 36.35 1446.72171 -6.53615684 RAB3A_HUMAN[17-27] 
RYQGVNLYIKNLDDTIDDE KNLDDTIDDEKLR 105.82 1573.794739 0.828570567 PABP4_HUMAN[299-311] 
SAESEQPLDKTGHVKDTNQ KIKTELNSSAESEQPLD 80.8 1887.942505 2.895744963 GCFC_HUMAN[147-163] 
SAEVIAQARKKGTVVYGEP KSSAEVIAQAR 69.39 1158.635651 -0.368536908 DPYL2_HUMAN[258-268] 
SAGNNGPCLSTVGCPGGTT KHNIIYVSSAGNNGPCL 73.39 1842.904648 3.638820927 TPP2_HUMAN[351-367] 
SAMLLQWHEKALAAGGVGS KALAAGGVGSIVRVLTAR 43.19 1738.057724 2.230650885 ARPC5_HUMAN[131-148] 
SAQGKPLALKVFVAGRNRL KVFVAGRNRLENDGATALAEAF 60.26 2348.223663 1.060375994 RAGP1_HUMAN[183-204] 
SASAATPSKKKSLIDQFFG KLEAIEDDSVKETDSSSASAATPSK 121.84 2565.229309 0.959758253 UBP14_HUMAN[214-238] 
SASALTGLTKRPKLSSTPP KRDAAAALSSASALTGLT 30.18 1702.921326 2.242029589 INT1_HUMAN[58-75] 
SASSSTSSYKRAPASSAPQ KRSPSAPAATSSASSSTSSY 82.16 1928.907532 0.165897014 LRC41_HUMAN[355-374] 
SATGSLFGFSFNAPLKSNN KSKPFAFGNSSATGSLFGF 50.66 1948.968323 5.592189402 RBP2_HUMAN[2529-2547] 
SCQQEMMDVKQFIDKLLPP KTYEGMMHSSCQQEMMDV 74.17 2190.851242 1.524521581 LYPA1_HUMAN[201-218] 
SCTRDDRRERIVAECNAVR SIISGAALMADSSCTRDDRRE 64.94 2310.069214 1.409914465 CTNA1_HUMAN[311-331] 
SDGHEFIVKREHALTSGTI KLISSDGHEFIVK 81.38 1471.803467 0.811929056 ELOC_HUMAN[20-32] 
SDIQVKELEKRASGQAFEL KRASGQAFELILSPRS 68.47 1758.97403 -1.351924451 STMN1_HUMAN[13-28] 
SDNSLYTNAKGSTISAFDG KARSSAQLQTNYPSSDNSLYTNA 95.72 2515.193863 3.180669338 MAX_HUMAN[104-126] 
SDPRLRRLQNRISEDVEER NRISEDVEERLA 40.16 1429.71608 2.27597636 MFAP1_HUMAN[91-102] 
SDRFVAELWKDVDRIVGLD KNMDPLNDNVATLLHQSSDRFVAELW 39.97 3012.476334 7.193085554 MYH10_HUMAN[594-619] 
SDYVNMDFTKRESNTPAPS KRESNTPAPSTQGLPDSWGIIAEPRQSAF 62.1 3139.568649 3.374030379 IRS4_HUMAN[928-956] 
SEAERHELGKVEVTVFDPD KDGIPVSSEAERHELG 94.64 1722.853653 0.824794374 ERGI3_HUMAN[110-125] 
SEDGGHIFCTLESLKRYLG AVREAIHALSSSEDGGHIFC 33.96 2155.011642 -0.863104386 TELO2_HUMAN[11-30] 
SEFEIVKAIKERACYLSIN KERACYLSINPQKDETLETE 53.61 2423.163803 2.232618362 ACTZ_HUMAN[218-237] 
SEKEEDDNEKRQDPGDNWE KRQDPGDNWEEGGGGGGGME 94.79 2031.834091 -1.304240347 CDV3_HUMAN[116-135] 
SEQTVNVLAQILKRLNPER KKTGLSSEQTVNVLA 39 1573.867523 7.606103961 T2FA_HUMAN[480-494] 
SETEEASQLKERLEKEKKL KLRTAGPLESSETEEASQL 103.97 2045.027634 3.485527472 RRBP1_HUMAN[1331-1349] 
SETSTGSLCKESFSGQVSS KDKTGTDSNSTESSETSTGSLC 88.05 2290.970703 -1.191634619 FNBP4_HUMAN[652-673] 
SGAGEGQGPKKQTRLGLEA KDPSKNQGGGLSSSGAGEGQGP 111.8 2013.935181 -0.779071747 SYEP_HUMAN[987-1008] 
SGATNGAESKTLIYQMAPA KIKENEFSPTNSTSQTVSSGATNGAES 100.58 2770.289307 1.748914811 APC_HUMAN[2614-2640] 
SGMQSMDTMKQVYQIVKPL KGRPMVISSGMQSMDTM 78.14 1854.846024 2.182391394 SIAS_HUMAN[149-165] 
SGRHEGRTTKRHYRKSVRS SDVASGMSDGNENVPSSSGRHEGRTT 37.42 2633.137207 -1.615943138 WNK1_HUMAN[1073-1098] 
SGSANTETTKVTGSLETKY KTKSENGLEFTSSGSANTETT 49.24 2188.013138 1.647156472 VDAC1_HUMAN[32-52] 
SGSVSSSGSKSHHSHSSSS KGTVMVGKPSSHSQYTSSGSVSSSGS 43.45 2528.18132 -0.445774989 MED1_HUMAN[1069-1094] 
SGSWRDRPFKPYNFLAHGV KQETELSPEMISSGSWRDRPF 40.7 2479.180145 2.111988518 SYFA_HUMAN[187-207] 
SGTENPHGVKAVTRGQRCA KTVTAEVQPQCGRAVGFSSGTENPHGV 51.87 2812.356277 6.946132736 P3H1_HUMAN[635-661] 
SHEGQEESSKENVSSNAAC KTIEENSFGSQTHEAASNSDSSHEGQEESS 72.77 3208.330048 1.079689417 GOGA5_HUMAN[169-198] 
SHQGFSGILKERYSDFVVH KFVSSHQGFSGIL 41.36 1405.735413 -0.761878793 PUS7_HUMAN[118-130] 
SHQLNEFLAQTLQRAPLPL KDLSSHQLNEFLA 57.1 1500.757233 2.56470528 LKHA4_HUMAN[493-505] 
SHVSLVQLTLRSEGFDTYR LRSEGFDTYRCD 51.19 1517.656891 1.168248245 PCNA_HUMAN[52-63] 
SIGNGDGISKLMSENTEGS KLMSENTEGSAQAPQLPRK 36.33 2084.06839 -2.672177183 M4K5_HUMAN[454-472] 
SIPQKPQTNKSAYNSYSWG HLQQDGQTGSGQRSQTSSIPQKPQTN 39.2 2807.354675 0.657558525 UBP2L_HUMAN[1050-1075] 
SITPLEELYKRFQLLEGPP KVLHMDRNPYYGGESSSITPLEELY 41.07 2897.390518 2.676201207 GDIA_HUMAN[29-53] 
SKAMGIMNSFVNDIFERIA FVNDIFERIAGEASRLAHYN 50.54 2321.155243 4.281488724 H2B1B_HUMAN[66-85] 
SKGEGFDVMKSGDARVALI KSGDARVALIGFPSVG 31.08 1572.862396 2.019248478 DRG2_HUMAN[59-74] 
SKGPDEAKIKALLERTGYT KALLERTGYTLDVTTGQR 63.43 2021.090546 2.2948007 HNRPQ_HUMAN[125-142] 
SLEFCLARDSHLLVITDNQ SHLLVITDNQEMSLLQ 33.51 1855.934952 2.203202217 KLRG1_HUMAN[108-123] 
SLELFLMNRKIKGPCWLEV KIKGPCWLEVKSPQLLNQPVSWC 32.36 2766.434937 2.94096922 DPOLA_HUMAN[492-514] 
SLLELASTTKCSSVKYDVE KAEHASSLLELASTT 34.4 1556.804565 1.785066708 UBR4_HUMAN[1064-1078] 
SLLRTSIMSKQYGNEVFLA KNLRDIDEVSSLLRTSIMS 48.55 2176.15213 0.386921479 TCPQ_HUMAN[152-170] 
SLTMESFAFLWAGGRASYG LWAGGRASYGVSKG 51.17 1407.725891 1.584825579 HNRPU_HUMAN[318-331] 
SMVGVNLPQKAGGFLMKKE RAHSSMVGVNLPQ 65.64 1394.708862 1.469840808 PGK1_HUMAN[171-183] 
SNKCFGGLQKVFEHDSVEL KVFEHDSVELNC 59.43 1475.671478 1.494912677 ESTD_HUMAN[17-28] 
SNLVGVTINIHTGDWVRKD RSSNLVGVTIN 32.06 1158.635681 -0.61278969 EDEM3_HUMAN[265-275] 
SPGGVYATRSSAVRLRSSV SLGSALRPSTSRSLYASSPGGVYATR 38.67 2640.361954 0.347300869 VIME_HUMAN[39-64] 
SPIHEEDEEKLSEDVDAPP KAPDSTLRSPSSPIHEEDEE 35.61 2223.029099 0.069274847 MGRN1_HUMAN[449-468] 
SPQAAVPYKKDVGKTLCPL KADIPVKSSPQAAVPYK 40.87 1797.998856 0.375417369 ADNP_HUMAN[600-616] 
SPQPSPRTFSQEVSRRSWG SQEVSRRSWGQQAQEYQEQ 81.82 2323.057724 1.196268165 LR16A_HUMAN[1324-1342] 
SPSPAGAVEKAAGAGLEPS KVRQPEGPESSPSPAGAVE 62.5 1920.954102 2.973522373 KLRG2_HUMAN[37-55] 
SQSADGLRCAVSDVEMQEH NIYRNPQNSSQSADGLRC 34.43 2078.95517 -0.475719734 U2AF1_HUMAN[50-67] 
SQSSSALVHKPSANKWSPS KLNAPQHPPVDVEDGDGSSQSSSALVH 42.52 2770.315826 0.305741314 JPH1_HUMAN[556-582] 
SRGGSPDLWKSSFFIEPQK KSSFFIEPQKPVFPETR 41.32 2036.073105 4.910923864 ZN828_HUMAN[481-497] 
SRIRQLEEEKNSLQEQQEE KNSLQEQQEEEEEAR 65.62 1845.834 -1.288848293 MYH10_HUMAN[1345-1359] 
SRQKGRPQSKAPDSTLRSP KAPDSTLRSPSSPIHEEDEE 35.61 2223.029099 0.069274847 MGRN1_HUMAN[449-468] 
SSEWQEPVLEPFDPFELGQ EPFDPFELGQGSSPEPELL 38.37 2086.973511 -6.339323394 FA59B_HUMAN[812-830] 
SSGFVAIKKKQQDVVRFLE KQQDVVRFLEAN 31.91 1445.762665 1.270609654 SH3L2_HUMAN[19-30] 
SSGLLEWESKSDALETLGF KSDALETLGFLNHYQM 60.87 1865.898163 4.254787403 HNRPL_HUMAN[521-536] 
SSLHATRTYGGSYGGRGRG KAGYSTDESSSSSLHATRTY 75.88 2146.976685 -3.28927652 FXR2_HUMAN[406-425] 
SSPAAGIPQKPQRAPTTAA KPQRAPTTAAAAAAGVSST 69.22 1754.92749 -1.474704804 MAGB2_HUMAN[61-79] 
SSPPITPPASETKIMSPRK SETKIMSPRKALIPVSQK 33.24 2028.140106 1.850956938 DTL_HUMAN[520-537] 
SSPYTRNWDKLVGEIKEEE KQFVADVKNLYPSSSPYTRNWD 58.55 2614.281586 1.303226102 SUGT1_HUMAN[267-288] 
SSRQRQQQPKSNSHAAIDW HQLQASTTPQSAQAQPQPSSSSRQRQQQP 38.82 3186.551453 -0.45848938 SPT6H_HUMAN[1636-1664] 
SSSSSCSSRKVKLQSKVAV KESAPSSGPPPKPPVSSGSGSSSSSSSCSSR 51.08 2948.341766 -0.272356485 SFR19_HUMAN[799-829] 
SSVLHGMVFKKETEGDVTS KILGSGISSSSVLHGMVF 34.06 1817.970963 4.141430283 TCPQ_HUMAN[206-223] 
STAQPPTQHRLVARNGEAE KDPGGGGGPVRAGGASPAASSTAQPPTQH 40.52 2612.269165 -1.042005945 I2BP1_HUMAN[438-466] 
STSASVNRYILQLAQEYCG KVNEAAPEKPQDDSGTAGGISSTSASVNRY 104.49 3035.443176 2.278085801 UBR4_HUMAN[3766-3795] 
STWLRDFQMKIQNFLNEFK KVSSTWLRDFQM 30.54 1496.744583 1.642898881 CX038_HUMAN[172-183] 
SVNPSVTTIKTIEENSFGS KTIEENSFGSQTHEAASNSDSSHEGQEESS 72.77 3208.330048 1.079689417 GOGA5_HUMAN[169-198] 
SVSRAGSLHKSTALPEEKR KENVSVSVQPGSSSVSRAGSLH 46.75 2211.124374 -1.176776861 K1211_HUMAN[1124-1145] 
SYLDVKQRLKAAITIRSLI KADIFMFDEPSSYLDVKQRL 89.21 2401.198761 3.578212741 ABCE1_HUMAN[234-253] 
TAASPAHPAKLRAQTTAQA KAAAAPFQTSQASASAPRHQPASASSTAASPAHPA 35.32 3327.634415 -1.452984131 EP400_HUMAN[1518-1552] 
TAGEIPVVAIRTAKGEKFV KTFSHELSDFGLESTAGEIPVVA 70.21 2433.206375 4.26515404 PDIA3_HUMAN[305-327] 
TAGETPSGVKRLPEYPQVD KRLPEYPQVDDLLL 45.5 1697.935196 2.848165237 EI2BD_HUMAN[142-155] 
TAIREISLLKELNHPNIVK KIRLDTETEGVPSTAIREISLL 39.37 2440.353668 1.17769815 CDK2_HUMAN[34-55] 
TAIREISLLKELRHPNIVS KIRLESEEEGVPSTAIREISLL 46.92 2468.348557 0.76042745 CDC2_HUMAN[34-55] 
TCCPQMPLQKLLFSATLTQ RRQAQAVTAASTCCPQMPLQ 81.2 2273.082718 1.237526456 DDX51_HUMAN[407-426] 
TDHEPGKLAKLQAQVRIGG KLQAQVRIGG 57.15 1068.640366 0.101062999 BT3L3_HUMAN[43-52] 
TEHSQGLEKQGVHAAGAAE KMLENTDNSSPSTEHSQGLEK 38.3 2331.064835 -0.417834796 ZCCHL_HUMAN[248-268] 
TEKDLDEKKKEPAITSQNS KEPAITSQNSPEAREESTSSGNVSNR 78.6 2774.306656 -5.519577285 TCEA1_HUMAN[91-116] 
TETSCHGCRKNFFLSKIRS VELERQIESTETSCHGCR 59.16 2189.979355 0.79818104 RN114_HUMAN[78-95] 
TEVEKETQEKMTILQTYFR KEAAALGSRGSCSTEVEKETQE 71.87 2366.101944 -0.901482713 VATG1_HUMAN[58-79] 

TGLPKRNEAKTGADTTAAG KTGADTTAAGPLFQQRPYPSPGAVLR 123.86 2698.419098 3.978255271 PQBP1_HUMAN[228-253] 
TGSIIEVLSKIDSEGGVSA KIDSEGGVSANHT 37.65 1313.621155 0.104291865 DHB4_HUMAN[301-313] 
THNMDVPNIKRNDFQLIGI KKYEDICPSTHNMDVPNI 65.73 2159.997955 1.893057348 IF5A1_HUMAN[67-84] 
THPQHNPNENEILVADTYD VCANEMRKVSKSSTHPQHNPNE 32.62 2549.18631 -9.653668664 RBBP8_HUMAN[198-219] 
TIGVEFATRSIQVDGKTIK KSTIGVEFATR 50.98 1207.656082 6.483633972 RB11A_HUMAN[41-51] 
TKEERTQLQKQKTDEYFRM KFLLGYFPWDSTKEERTQLQ 66.87 2485.264145 5.741442023 TBC15_HUMAN[357-376] 
TKLKQVEDEKNSFREQLEE KNSFREQLEEEEEA 32.55 1736.785263 -1.837302554 MYH9_HUMAN[1338-1351] 
TLHNWMSEFKRWVPTLRSV KSTLHNWMSEF 32.66 1378.633957 1.011871203 SMCA5_HUMAN[238-248] 
TLLRPPHCPRMVQDGDFVR KEDTVQVSTLLRPPHCP 38.86 1976.014954 2.610304132 FKB10_HUMAN[152-168] 
TLMDTLFNTKFEGEPATHT KFEGEPATHTQPGVQLQSNTYDLQESNVRL 87.44 3385.653854 4.356322482 SEPT6_HUMAN[66-95] 
TLMDTLFNTKFESDPATHN KFESDPATHNEPGVRL 74.41 1795.8853 2.680572083 SEP11_HUMAN[65-80] 
TMERSELAKKIGTTPDIIL KIGTTPDIILDDLLETDRVTAHF 62.01 2582.359192 3.008489301 CPSF1_HUMAN[1421-1443] 
TMGYMAAKKHLEINPDHSI HLEINPDHSIIETLRQ 61.36 1913.995895 2.694885613 HS90A_HUMAN[633-648] 
TMGYMMAKKHLEINPDHPI HLEINPDHPIVETLRQ 55.96 1910.000992 1.701569797 HS90B_HUMAN[625-640] 
TMMEVFLQEKSPAVATSTA KRQAFTPSSTMMEVFLQE 53.05 2129.028534 -6.937436377 UBP2L_HUMAN[420-437] 
TPAPPKKDIKGSYVSIHSS KGSYVSIHSSGFRDFLL 39.21 1911.984299 2.899082384 DDX39_HUMAN[35-51] 
TPEGCSSACKMILEIMHKE KAISVHSTPEGCSSAC 49.39 1689.745056 -0.676433404 IF2B1_HUMAN[242-257] 
TQSEEGLGSDDHQYIYRLA DDHQYIYRLAGGFSRSTGKG 31.03 2227.077026 4.744335233 DMP1_HUMAN[79-98] 
TQYPDVNHAKVKLQGKEVG KLGVTANDVKNVIIWGNHSSTQYPDVNHA 46.4 3176.600311 2.74507308 MDHC_HUMAN[170-198] 
TREPQLAFHQRISFCLDIH KEMIDIYSTREPQLAFH 71.25 2077.030228 6.295527058 PSMD3_HUMAN[461-477] 
TRLFGLTKPKEKKEKKKKN KGPEGQSQAPASTSASTRLFGLTKP 32.09 2515.303055 1.771555913 AKP13_HUMAN[2755-2779] 
TSDKAPQKTIFVLKILVML NIRESTSDKAPQKT 30.96 1573.805969 5.326577841 ZMY12_HUMAN[293-306] 
TSLDPYDRHLLPTSGAAAT LLPTSGAAATAAAAAAA 32.51 1397.751404 7.79823935 RBM4_HUMAN[276-292] 
TSSGNVSNRKDETNARDTY KEPAITSQNSPEAREESTSSGNVSNR 78.6 2774.306656 -5.519577285 TCEA1_HUMAN[91-116] 
TTLDNLTANKPSSAITVID KPSSAITVIDHSPANSSPRG 80.34 2020.033752 -0.984637013 ZN451_HUMAN[585-604] 
TTTETETIAKYEIMDGAPV KYEIMDGAPVKGESIPIRL 84.95 2115.139771 2.293465456 VP26A_HUMAN[232-250] 
TTVETKEPEKEIRPALELL KEIRPALELLEPIEQ 71.16 1776.998489 2.349467389 GDIB_HUMAN[364-378] 
TVEIEERGVKLRLTVVDTP KLRLTVVDTPGYGDAINCRDCF 74.87 2569.241745 1.081252866 SEPT2_HUMAN[94-115] 
TVEIYRQKLQDLNDLRKQV QDLNDLRKQVKTLQETNM 30.82 2189.111008 2.915795488 HOOK1_HUMAN[331-348] 
TVGWASQKKKESRPGLVTV KESRPGLVTVTSSQSTPA 60.33 1843.963959 2.648099479 DTL_HUMAN[414-431] 
TVMLWLQTNKSGSGTMNLG KSGSGTMNLGGSLTRQME 109.47 1852.877121 2.203599987 CAPZB_HUMAN[181-198] 
TVPEVIVARHCGLRVFGFS HCGLRVFGF 31.67 1091.533493 1.162584573 PNPH_HUMAN[230-238] 
TVTLTQCSEKLVQLILHEY KLVQLILHEY 36.09 1254.733582 1.778863682 DRG2_HUMAN[201-210] 
VAAPSWLHRFIIGKKGQNL KANSFTVSSVAAPSWLHR 92.03 1957.016983 -1.206427957 VIGLN_HUMAN[360-377] 
VAARKRAPYKTVIVHGFTL KTVIVHGFTLGEKGE 50.15 1613.877716 -1.06823459 SYIM_HUMAN[649-663] 
VAASEKSTGKIFIYDGRGD KIFIYDGRGDNQPLHIFD 42.97 2147.079987 3.951878855 PPWD1_HUMAN[202-219] 
VADLAESIMKNLRRVHPVS KGYTSWAIGLSVADLAESIM 94.15 2111.060867 0.703437794 LDHA_HUMAN[245-264] 
VAETAQTIKKSVEEGKIDG KKITESVAETAQTIK 64.91 1645.925018 -2.270455798 SYAP1_HUMAN[70-84] 
VAGGFVYTYKLVNNGEKLE KLVNNGEKLEFLH 38.97 1539.840897 0.872817447 SF3B3_HUMAN[929-941] 
VAKIAQYKRKLMDLSHRTL KLMDLSHRTLQVLI 40.85 1665.959976 4.002497116 NUP54_HUMAN[378-391] 
VAQDIPKLQKLGITHVLNA KLGITHVLNAAEGRSF 31 1711.936935 0.741265624 DUS3_HUMAN[53-68] 
VARKAVVLPGGTATSPKMI ASVARKAVVLP 30.93 1109.692062 -7.253363591 ZN687_HUMAN[417-427] 
VCAFNRGKLKVLATAFDTT KVLATAFDTTLGGR 79.81 1448.798737 1.984402613 HSP74_HUMAN[221-234] 
VDDSRLEELKATLPSPDKL KATLPSPDKLPGF 54.04 1369.760544 0.122649175 UBA1_HUMAN[830-842] 
VDKGLKTILKDATLTALDR KDATLTALDRGQQQVF 80.2 1789.932266 2.020188176 ECHA_HUMAN[390-405] 
VDLRDIKIVKKLGGTIDDC KVIDPATATSVDLRDIKIV 72.06 2053.178299 3.694272438 TCPD_HUMAN[193-211] 
VDLRRSDYAKVAKIFYNLS KSINGILFPGGSVDLRRSDYA 36.56 2264.191315 -0.380709878 GGH_HUMAN[88-108] 
VEGQLEFRALLFIPRRAPF LLFIPRRAPFDLFENK 32.51 1975.104324 1.082980769 HS90B_HUMAN[332-347] 
VEGQLEFRALLFVPRRAPF LLFVPRRAPFDLFENR 35.79 1989.094833 2.574537883 HS90A_HUMAN[340-355] 
VEMVKYHHCRDVPLHALYD RDVPLHALYDNVE 57.09 1539.768143 2.311386955 ASNS_HUMAN[208-220] 
VETALRAYVKEHYPNGVCT KEHYPNGVCTVYG 40.46 1522.687469 -1.362722188 CAZA2_HUMAN[133-145] 
VEVEGYGSKKIDAERQAAA KIDAERQAAAAACQLF 46.25 1761.883163 1.379773671 DHX30_HUMAN[106-121] 
VFGGLVNYFKSKPVETPPE KSKPVETPPEQNGTLTSQPNNRL 57.6 2534.308853 -1.057882111 SNP29_HUMAN[124-146] 
VFSEHRNLQNLLILTAIKA KIVLDNSVFSEHRNLQ 68.21 1898.000992 0.621706735 CLH1_HUMAN[1010-1025] 
VGASGSSSRKRHRSRERSP KSYSVGASGSSSR 78.98 1271.61058 -1.736380646 CPSF7_HUMAN[406-418] 
VGPPSKDKDKVLPSFWIPS KALSGTSPDDVQPGPSVGPPSKDKD 46.88 2478.223831 -0.564517209 NOSIP_HUMAN[132-156] 
VGRFQERLPKEKVPRGSGK KVSTASVGRFQERLP 33.48 1673.921295 2.471442363 RRS1_HUMAN[226-240] 
VGRLRSMHSKMLMNIEKVQ KMLMNIEKVQIHFGGSTKASSQ 32.51 2449.245728 1.520468101 QRIC2_HUMAN[1501-1522] 
VHLQTPLHMAIAYNHPDVV KEAASLTSLADSVHLQTPLHM 87.86 2248.152145 2.95220233 ANFY1_HUMAN[529-549] 
VICNNAVIEKGADIKDCLI KGADIKDCLIGSGQRIEA 70.06 1929.994186 2.935760139 EI2BG_HUMAN[417-434] 
VIILAGEMLSVAEHFLEQQ SVAEHFLEQQMHPTVVISAYR 76.76 2441.216156 3.902972695 TCPG_HUMAN[107-127] 
VIRDSLLQDGEFSMDLRTK KCSVIRDSLLQD 45.74 1432.734406 -0.47042913 PROF1_HUMAN[70-81] 
VIRNPEILAIAPVLLDALT RQIGSVIRNPEILA 38.44 1564.904892 2.255728139 GCN1L_HUMAN[1563-1576] 
VISGYRLACKEAVRYINEN KEAVRYINENLIVNTDELGRDCLINAA 88.42 3102.576736 5.252086052 TCPA_HUMAN[126-152] 
VKDLVILLYETALLSSGFS ETALLSSGFSLEDPQTHANRIYR 70.54 2604.293198 1.725996137 HS90A_HUMAN[668-690] 
VKHNPQKVGKDHTLEDEDV KDHTLEDEDVIQIVK 62.92 1780.920685 3.120296174 DRG1_HUMAN[352-366] 
VKSFEELRLKPQLLQGVYA KPQLLQGVYAMGFNRPS 98.77 1904.993073 4.067731327 DD19A_HUMAN[99-115] 
VLGKDYGALKDIVINANPA KDIVINANPASPPLSLLVLHR 37.54 2266.316101 1.703204596 MCA2_HUMAN[120-140] 
VLHTEEMRFLREWVESMGG KQDPSVLHTEEMRF 37.94 1715.830093 2.207677797 F10A1_HUMAN[17-30] 
VLKSIQEVQKRFPDGIPLL KRFPDGIPLLDPIDDMGIQDQGL 50.74 2552.294479 0.992832144 SK2L2_HUMAN[768-790] 
VLSNVEVTLNVLADSVLME NVLADSVLMEQPPLRRR 41 1993.089081 1.556378001 DYHC1_HUMAN[1790-1806] 
VLSPSRLLGDVSGILQAAS DVSGILQAASLLI 32.21 1298.744553 -5.319752821 CP4AB_HUMAN[14-26] 
VLSSPIRREKLALALENEG KLEEIADLVTSVLSSPIRRE 30.67 2254.25322 2.23710449 SMEK2_HUMAN[141-160] 
VNQMQPLNEKQIANSQDGY KQIANSQDGYVWQVTDMNRLH 68.45 2502.207382 1.330425297 RO60_HUMAN[14-34] 
VNRSRSLKIETDNVQDISG DIEASVNRSRSLKI 46.07 1586.873978 -4.729424078 CE350_HUMAN[2622-2635] 
VPAAEPEYPKGIRAVLLGP KGIRAVLLGPPGAG 43.62 1304.792847 3.168319024 KAD2_HUMAN[14-27] 
VPLRTEEEFKKFISDKDAS KQAGPASVPLRTEEEF 46.46 1757.894791 0.394221545 PDIA3_HUMAN[130-145] 
VPPPSAGSVKTSTTGVATT KTSTTGVATTQSPTPRSHSPSASQSGSQLR 45.08 3041.512634 -0.88179808 LMO7_HUMAN[1575-1604] 
VPPTAISHFKQSAEKLIEE KDAIRLLDSVPPTAISHF 63.47 1979.084 2.259631223 DDX21_HUMAN[577-594] 
VPRENHESEKPALNNIADN KVPSSSSVDSVPRENHESE 45.21 2068.966125 0.984549711 EPC1_HUMAN[801-819] 
VPSPRSLQGKSTTLFSRHT KAKPAMPQDSVPSPRSLQG 62.07 1993.041473 3.678297767 ACLY_HUMAN[469-487] 
VQRCIALAQLLVEQNFPAI LLVEQNFPAIAIHRGMPQEERLS 69.47 2647.390396 2.789539469 UAP56_HUMAN[306-328] 
VREPMQTGIKAVDSLVPIG KAPGIIPRISVREPMQTGI 38.83 2062.172089 1.82962422 ATPA_HUMAN[175-193] 
VRSQLETSLKRLQCPQVDL KPDSVRSQLETSL 54.04 1458.767807 1.416949284 ARK72_HUMAN[115-127] 
VSGQTVVDPKGYLTDLNSM KGYLTDLNSMIPTHGGDINDIK 71.12 2401.194748 3.733141599 PRP6_HUMAN[271-292] 
VSLGDGQLNRYSSRNFPAE RSSGGSEHSTEGSVSLGDGQLN 79.37 2159.967941 1.087979111 LARP4_HUMAN[380-401] 
VSYDQATSLRILNNGHAFN RILNNGHAFNVEFDDSQD 61.06 2089.945343 3.301043266 CAH2_HUMAN[58-75] 
VTIKEGSQLKQQIQSIQQS KQQIQSIQQSIERLLV 71.58 1910.094879 5.719611167 NH2L1_HUMAN[113-128] 
VTWLWGGLHMAYRHFWMLV MAYRHFWMLVLFV 30.99 1727.868011 -6.29677726 GPR98_HUMAN[6127-6139] 
VVAGFQWATKEGALCEENM KEGALCEENMRGVRF 41.23 1794.850494 0.812323926 EF2_HUMAN[688-702] 
VVDLTCRLEKPAKYDDIKK KLTGMAFRVPTANVSVVDLTCRLE 69.06 2676.409134 3.103785551 G3P_HUMAN[227-250] 
VVIANGTHPKVSGHVITDI KVSGHVITDIVEGK 42.09 1480.824951 -1.503891462 P5CS_HUMAN[334-347] 
VVVPSYNEEKRLPVMMDEA KRLPVMMDEALSYLE 46.37 1793.905533 4.124520419 ALG5_HUMAN[78-92] 
VWVGGSILASLSTFQQMWI SLSTFQQMWISKQEYDESGPSIVHR 75.66 2952.407593 2.529799753 A26CA_HUMAN[1048-1072] 
VYYNEAYGRKYVPRAVLVD KYVPRAVLVDLEPGTMD 32.38 1901.992081 4.211899766 TBB1_HUMAN[58-74] 
WEALFTKMSKTNGLSEDLI KTNGLSEDLIWHC 49.53 1571.740219 3.412141482 SMRCD_HUMAN[433-445] 
WEGAFQHVGKAFNQGKIFK KLDPGSEETQTLVREYFSWEGAFQHVG 52.99 3109.478134 5.758522565 EF1G_HUMAN[401-427] 
WIQEINVAEKNWYPRQKIC KKGGSWIQEINVAE 32.22 1557.815079 2.32697709 PRKDC_HUMAN[4022-4035] 
WNKALELLKKALEVTPTSS KALEVTPTSSFLHH 42.51 1565.82019 1.776704642 IFIT5_HUMAN[274-287] 
WREPPAELSLSHKNNQKLR LIKVILDELKCSWREPPAELS 34.39 2495.345734 -1.399806028 CCD87_HUMAN[83-103] 
WRVCQPWRWKSGAAAAAVT KSGAAAAAVTTETAQHAQGAKPQVQPQ 70.04 2645.352127 -1.937360228 HEMH_HUMAN[37-63] 
WTNDQGARRKTVFSPTLPA KTVFSPTLPAARSSLGSLQTPEAVTTR 96.26 2814.523956 3.530259524 ZCCHV_HUMAN[374-400] 
WYDNEFGYSNRVVDLMAHM NRVVDLMAHMAS 45.82 1342.64856 2.436974274 G3P_HUMAN[322-333] 
YAGYIEDLKKFLKPYTLEE KPVTALEYTFSRSDPTSYAGYIEDLK 95.8 2950.459991 6.348162679 AT1B3_HUMAN[86-111] 
YARPSSEVIKDANLYISGL KDANLYISGLPRTMTQ 33.69 1806.929794 2.695179423 ELAV1_HUMAN[104-119] 
YDEARNLHSKWLKHQAFMA KMLTAQDMSYDEARNLHS 102.63 2108.961884 1.678550962 SPTB2_HUMAN[1294-1311] 
YEIRHYGPAKWVSTSVESM KAPEDAGPQPGSYEIRHYGPA 79.69 2239.065765 -0.876258317 HEBP2_HUMAN[26-46] 
YGLSAEVKNRLLSKYDPQK KGPSYGLSAEVKN 55.34 1348.698654 0.524950476 CNN2_HUMAN[8-20] 
YGPKKVLDGKTIETSPSLS KTIETSPSLSRMPNQHAC 39.81 2055.982971 -0.583662422 FANCI_HUMAN[402-419] 
YHPPIFRPMKRITWNTWKE KADLILSYHPPIFRPM 61.55 1897.028381 3.686291713 NIF3L_HUMAN[85-100] 
YLEKEALEHKDREDYVPYT KDREDYVPYTGE 35.61 1470.662674 1.752951269 TMOD3_HUMAN[81-92] 
YLGRFYQDLKDRDVTFSPA KDRDVTFSPATIENELI 43.54 1946.994904 8.43350949 ARMET_HUMAN[42-58] 
YLTELIDRFKRWKAEGHSD KTSYLTELIDRF 84 1484.787476 3.844321219 MST4_HUMAN[280-291] 
YPLSTEKTTISLDEVAVSL ISLDEVAVSLGV 30.46 1200.660172 3.789581853 E2F7_HUMAN[170-181] 
YRKIRKGNTKQRIDEFESM KQRIDEFESM 42.62 1281.60231 0.157615197 ERMIN_HUMAN[272-281] 
YSIYIYKVLKQVHPDTGIS KQVHPDTGISS 46.21 1167.588409 0.680890624 H2B1A_HUMAN[48-58] 
YSNTGDGAPKVYQETSEMR KVYQETSEMRSAPGGIRE 66.57 2036.994904 1.045167072 MLF2_HUMAN[119-136] 
YTIAVASLGKGVACNPACF KGVACNPACFITQLLPVKR 39.21 2171.170731 3.260913524 AGAL_HUMAN[374-392] 
YVITGSWNPKSPHFQVVNE KSPHFQVVNEETP 52.17 1510.741608 -0.281980716 RBGP1_HUMAN[388-400] 
YVTTSTRTYSLGSALRPST SLGSALRPSTSRSLYASSPGGVYATR 38.67 2640.361954 0.347300869 VIME_HUMAN[39-64] 
YYQLMKTALKEDGVLCCQG KEDGVLCCQGECQWLHLDLIKE 53.9 2729.261139 3.888964617 SPEE_HUMAN[198-219] 
AAAAAAAAAAVTAASTSYY LLPTSGAAATAAAAAAAAA 30.13 1539.825623 9.534196458 RBM4_HUMAN[276-294] 
AADDKQPYEKKAAKLKEKY KLGEMWNNTAADDKQPYE 57.16 2108.947281 3.974020629 HMGB1_HUMAN[128-145] 
AANNLVAAAIDARIFHELT IDARIFHELTQTD 30.82 1557.778717 2.077958804 C1TC_HUMAN[460-472] 
AASLVCRKRKGTEVQVDDI KGTEVQVDDIKRVY 94.68 1648.878433 -1.134710699 RUVB2_HUMAN[417-430] 
AASRPPVTLRLVVPASQCG RLVVPASQCGSLIGKGGC 84.44 1857.955338 2.472610566 PCBP2_HUMAN[101-118] 
AASRPPVTLRLVVPATQCG RLVVPATQCGSLIGKGGC 55.68 1871.970993 2.441811341 PCBP1_HUMAN[101-118] 
ADGIVSHLKKQAGPASVPL KQAGPASVPLRTEEEFK 55.9 1885.989746 0.050901655 PDIA3_HUMAN[130-146] 
ADSLRYIYPKLKTDVLVLS KMKPDIVCIPDDADMGTADSLRYIYP 48.09 2983.412933 4.742555026 EI2BG_HUMAN[70-95] 
ADSRSQVQRARYEAANWKY KITENIGCVMTGMTADSRSQVQR 74.97 2581.241074 0.700438257 PSA6_HUMAN[71-93] 
AEILDFALSKDASLVVTTS KDASLVVTTSGDHKA 64.5 1527.789291 -0.457523825 AAMP_HUMAN[410-424] 
AEREQALRLKSRAVELLPD KSRAVELLPDGTANLA 32.09 1653.904953 2.685160349 CCD22_HUMAN[386-401] 
AERIDEFIVKLKELKQVAS KDATAERIDEFIV 34.61 1505.772552 2.757388554 ZPR1_HUMAN[168-180] 
AEVVVTEIPKEEKDPGMGA KEEKDPGMGAMGGMGGGMGGGMF 60.36 2187.887985 4.486975598 CH60_HUMAN[551-573] 
AFDTTLGGRKFDEVLVNHF KVLATAFDTTLGGR 79.81 1448.798737 1.984402613 HSP74_HUMAN[221-234] 
AGDGLIELRKLEAAEDIAY KLEAAEDIAYQLSRSRNITYLPAGQSVLLQLPQ 34.35 3684.983841 5.747650713 PHB_HUMAN[240-272] 
AGEKGISGSKAAGEGSKAG KAAGEGSKAGLSPANCQSDRVNLE 58.95 2458.187012 0.825405061 BMS1_HUMAN[541-564] 
AGQSGLYSPQYISYIPQIH KSTSTPTSPGPRTHSTPSIPVLTAGQSGLYSP 52.44 3208.636444 2.832667446 ATX2L_HUMAN[677-708] 
AHLDQFERIKTLGTGSFGR KWESPAQNTAHLDQFERI 42.45 2169.060287 -1.306556584 KAPCA_HUMAN[30-47] 
AIGKAGYTDKVVIGMDVAA KVVIGMDVAASEFFRSG 82.36 1811.924011 4.868305705 ENOA_HUMAN[239-255] 
AIKRNENMAKGLQRALLQQ KGLQRALLQQQPEDDS 47.48 1824.932968 3.06038638 SRP68_HUMAN[400-415] 
AIPGAFGCGKTVISQSLSK KLPANHPLLTGQRVLDALFPCVQGGTTAIPGAFGCG 41.45 3732.923279 7.083724476 VATA_HUMAN[220-255] 
AKNYFKKGLKDMGYGNWIS KDMGYGNWISKPQEE 46.11 1780.809006 0.167339675 DSRAD_HUMAN[1204-1218] 
ALLDAAGVASLLTTAEVVV KGIIDPTKVVRTALLDAAGVA 51.75 2107.236481 4.722298655 CH60_HUMAN[516-536] 
ALQEISFWLNLERALYRIQ KLDRDPASGTALQEISFWL 70.66 2146.10585 5.556109919 DYHC1_HUMAN[261-279] 
ANECGEAFFFYGKSLLELA KKYGETANECGEAFF 35.21 1749.766815 2.582629846 NASP_HUMAN[75-89] 
APNRAIRITKNQVSQLLPE KNQVSQLLPEKFAEQLIRVYC 31.56 2562.362793 4.390478987 SAMH1_HUMAN[534-554] 
APPRSYTPMKGGISNVWFD KGGISNVWFDRF 48.24 1424.720093 2.806867131 LYPL1_HUMAN[70-81] 
AQALERTLRKPGRGWDDTY KLATPELLETAQALERTLR 46.06 2152.221512 4.311823829 K0859_HUMAN[659-677] 
AQDTVIKLNMQKWQNTRSK KEVITAQDTVIKLN 31.42 1570.893005 1.685028829 SMC2_HUMAN[879-892] 
AQEKKLRLAKLYLEQLRQQ KLYLEQLRQQEEE 61.06 1704.86821 2.747426442 U3IP2_HUMAN[84-96] 
AQQLRAEKASYAEQLSMLK AQQLRAEKA 30.49 1013.561752 -0.254547885 NUMA1_HUMAN[1423-1431] 
AQVPSPPRGKISNIVHISN KISNIVHISNLVRPFTLGQL 48.45 2248.305557 2.587281778 ACINU_HUMAN[1009-1028] 
ARPERPMAFLREYFERLEK KDSIVQLCTARPERPMAF 37.26 2118.071396 0.853134603 KAP0_HUMAN[32-49] 
ARPGQEIRQRTAAQRNLSP KECEPPSAGAAVTARPGQEIRQ 32.17 2351.165161 -1.012689385 LNP_HUMAN[147-168] 
ARTSPVTARTLETLIRLAT LRSQDSMSSDTARTSPVTAR 49.75 2165.049484 -0.214313808 MCM3_HUMAN[597-616] 
ASGKSSVCAKIVQLLGQNE KIVQLLGQNEVDYRQ 48.37 1801.968628 3.099942981 UCK2_HUMAN[39-53] 
ASNIKSRVNRLSVLGAITS RLSVLGAITSVQQRL 39.23 1639.973328 2.625652458 ERF1_HUMAN[68-82] 
ATEWSQPRFRNQVEEDAED KLNAGYSNTATEWSQPRF 114.71 2068.996628 2.147901036 WDHD1_HUMAN[840-857] 
ATKLNSGEDKIEDILVLHL KIEDILVLHLDRGK 33 1647.967163 6.425492108 I5P2_HUMAN[756-769] 
AVVQRVEIHKLRQGENLIL KLRQGENLILGF 32.3 1386.798309 1.496252185 TX1B3_HUMAN[20-31] 
CENMNFSWRNECNQCKAPK KCPNPTCENMNFSWR 90.53 1939.812744 1.247543098 FUS_HUMAN[427-441] 
CFVDAGNAFKKADPQEAIN KHDAATCFVDAGNAF 51.86 1622.714752 -0.713618952 SNAA_HUMAN[78-92] 
CKVWDLRQRRCVYTIPAHQ RCVYTIPAHQNLVTGV 31.61 1826.946152 1.796440468 PRP4_HUMAN[440-455] 
CNVTIHNRCKDTLANCTKV KEALICPTCNVTIHNRC 45.96 2084.991776 -1.081539038 ARHG2_HUMAN[63-79] 
CRDIVKEVAKIIYIVHDEV KIIYIVHDEVKD 68.19 1470.808212 1.896916251 PSA3_HUMAN[196-207] 
CREDLHILFSNHGEIKWID SNHGEIKWIDFVRGA 52.76 1727.874344 -0.556753449 LA_HUMAN[254-268] 
CRSPDTILQKDMRLYFLQC KEYVTCHTCRSPDTILQ 49.5 2106.982666 1.782643996 IF2BL_HUMAN[270-286] 
CSKIGTPGENQATGQQQII NQATGQQQIIIDPSQGLVQLQNQPQQL 31.1 2986.547211 1.346035979 SP4_HUMAN[64-90] 
CVDDFYHGTKAALVGGTTM KAALVGGTTMIIGHVLPDKETSLVDAYE 35.61 2927.531403 3.685015979 DPYL5_HUMAN[87-114] 
CVNVGCIPKKLMHQAALLG KLMHQAALLGQALQDSRNYGW 68.66 2399.216797 1.765159366 TRXR1_HUMAN[218-238] 
DAIQEWVMRQALIPVDEDG KTVQVVPHITDAIQEWVMR 85.42 2249.199066 3.657301892 PYRG1_HUMAN[109-127] 
DAQILTRLMNVIEKERVPY KLTDAQILTRLM 34.14 1401.801346 1.839062295 RFC2_HUMAN[192-203] 
DDQIEELKLKDEWGEKCVP MQGLTDDQIEELKL 43.78 1647.802536 -1.458305803 CU059_HUMAN[62-75] 
DDSEVKACLRALGEPITLF RALGEPITLFGEGPAERRE 43.02 2097.096664 0.337132767 PRP4_HUMAN[113-131] 
DDSLREHFEKWGTLTDCVV KLFIGGLSFETTDDSLREHFE 116.22 2440.191055 4.986904601 ROA3_HUMAN[36-56] 
DEDLKDRTIKRTDEEGKDV KAIVICPTDEDLKDRTI 67.95 1986.045563 3.10717947 HNRL1_HUMAN[527-543] 
DEIYALGAFDGLHTVEGQY MSEKRTDEIYALGAF 33.17 1729.834488 3.494553983 VNN3_HUMAN[374-388] 
DEQLQNIISKFLPPVLLKL RLGHAETDEQLQNIIS 56.61 1822.917313 6.106146406 ECM29_HUMAN[22-37] 
DESLRSHFEQWGTLTDCVV KLFIGGLSFETTDESLRSHFE 31.95 2412.196136 2.854660074 RA1L3_HUMAN[15-35] 
DGLFTHVLRKIIDSVRGEL KIIDSVRGELQ 35.86 1256.708832 3.988195095 DYHC1_HUMAN[2286-2296] 
DGMVKILGQKSTDRVLGAH KSTDRVLGAHILGPGAGEMVNEAAL 83.89 2505.300934 1.631740101 DLDH_HUMAN[445-469] 
DHGLCIKPNKVRNETKELR KQYNAPTDHGLCIKPN 34.94 1854.904648 0.314840982 GRB10_HUMAN[352-367] 
DHNAYTEATKAQRKQQMAE KFVIHPESNNLIIIETDHNAYTEAT 36.34 2868.429352 3.570246551 SF3B3_HUMAN[787-811] 
DIQGFLKNEKDNALLSAIE KDNALLSAIEESR 76.53 1444.752121 2.826090331 NUP93_HUMAN[106-118] 
DKEQDSEMEKGGREDMDIS KGGREDMDISKSAEEPQE 57.2 2004.905807 -1.28933738 NASP_HUMAN[180-197] 
DKHVDLLINKYGLSAHPVA KYGLSAHPVAPQMFGYAG 41.46 1892.924332 4.36467526 NLTP_HUMAN[150-167] 
DKKRERMQIKRNTNSVPET KRNTNSVPETAPAAIPET 57.62 1894.974823 3.673399728 DSRAD_HUMAN[366-383] 
DLIVINEDRKTPNGLILSH KTPNGLILSHLPNGPTAHF 38.38 2013.07959 1.917956955 RPF1_HUMAN[203-221] 
DLKVWTSQLKRTIQTAESL KRTIQTAESLGVPYEQW 37.09 2005.026871 3.692219844 F262_HUMAN[305-321] 
DMHLVTNSGKMVVLDKLLP KCCNHPYLFDGAEPGPPYTTDMHLVTNSG 70.1 3277.426727 3.739519147 SMCA5_HUMAN[455-483] 
DNLTLTVARSEHKVWSPLV KGCTDNLTLTVAR 92.6 1447.745316 5.407028373 PDLI1_HUMAN[71-83] 
DNQEMSLLQVFLSEAFCWI SHLLVITDNQEMSLLQ 33.51 1855.934952 2.203202217 KLRG1_HUMAN[108-123] 
DPDKKQMLERIQHAVQLAT RIQHAVQLATEPLE 61.24 1603.868179 2.863701681 SYCC_HUMAN[154-167] 
DPKFVERTLRLAGTQPLEV RLAGTQPLEVLEAVQR 43.79 1779.000259 2.238897931 UBA1_HUMAN[678-693] 
DPTDEIPTKKSKKHKKHKN KSRCVSVQTDPTDEIPTK 57.46 2060.020828 -2.1004642 SON_HUMAN[89-106] 
DQVYQAIAAKVGMDSTTVN KKNSTTDQVYQAIAA 36.62 1636.842026 -0.979935739 SNX27_HUMAN[292-306] 
DTGSHEAATKAVLQEFGRI KEKDILVLPLDLTDTGSHEAAT 42.25 2365.237656 2.370163516 DHRS7_HUMAN[101-122] 
DTSHSGITNKLQHLKESHE KSQLAVPHPETQDSSTQTDTSHSGITN 61.11 2865.337692 2.268842524 SPAG5_HUMAN[456-482] 
DTVLILCRKKVENTRWDYL KVENTRWDYLTQVE 47.96 1779.87915 2.317011242 CYBP_HUMAN[157-170] 
DVKRPGYRVKEIGSTMSGR AIVFTDVKRPGYRV 43.52 1619.914764 -1.327847642 SAP18_HUMAN[90-103] 
DVQTVAQRLKFRLNLYELK KIFPMGDRLYIGLAGLATDVQTVAQRL 90.9 2945.616074 4.381765877 PSB3_HUMAN[41-67] 
DWRSTAFRQKLVSQIEDAM KLVSQIEDAMR 32.66 1288.680893 1.791754664 MED15_HUMAN[18-28] 
EAAAISGLQKRSTSVNLNQ KRSTSVNLNQASGAVGSA 43.21 1745.902008 0.735436464 HTR5B_HUMAN[1560-1577] 
EAARDAILRIVGELEQMVS IVGELEQMVSEDVPLDHRVHA 68.77 2372.179443 2.865719126 VIGLN_HUMAN[1120-1140] 
EAEKKEWVEKLTEVSISSD KLTEVSISSDAFFPFRDNVDRA 75.24 2513.255051 3.071713711 PUR9_HUMAN[530-551] 
EAIMHDCVVKLLKNHDEES KMLTEAIMHDCVV 37.05 1545.735336 2.127142935 IF4G1_HUMAN[910-922] 
EAVVDSILAIKKQDEPIDL KVHAELADVLTEAVVDSILA 64 2092.141571 4.609152714 TCPZ_HUMAN[159-178] 
ECPRELENAKNMLVLNLSH KLDDLSVLDLSHNQLTECPRELENA 72.44 2908.423615 3.079675173 FLII_HUMAN[102-126] 
EDLENNGSKKDGVCGPPPS KLESPSFTGTGDTEIAHATEDLENNGSK 78.31 2947.368286 4.168803762 NSUN2_HUMAN[470-497] 
EDNKDLIQGKDLLIAYYDV KFIQENIFGICPHMTEDNKDLIQG 39.99 2846.373123 4.142113311 PDIA3_HUMAN[234-257] 
EEEDGGIIRRIQTRGEGYA KGEDLTEEEDGGIIR 75.66 1659.795135 1.547781377 FKBP4_HUMAN[138-152] 
EEEKYVRELKKTQLIKAAP KPVEELTEEEKYVREL 52.18 1990.025833 2.331628024 RT07_HUMAN[53-68] 
EEELVGLMNKFVEDTKKGV KFRSETITEEELVGLMN 40.73 1994.99826 0.757895398 CBR1_HUMAN[157-173] 
EEETRVMFEKIAKYIGENL RPLTEEETRVMFE 59.93 1635.792633 1.455563469 NIP7_HUMAN[2-14] 
EEIDHAVHLACIARNCYPS REVLDVAAGMIKPGVTTEEIDHAVHL 42.62 2799.458908 2.187565598 AMPM1_HUMAN[147-172] 
EEMMDQANDKKVAAIEALN KKVAAIEALNDGELQ 75.47 1597.867493 -0.512558146 F10A1_HUMAN[117-131] 
EESSINYTFKTPEKAKEKK KVKNLFASFPTEESSINYTF 79.45 2321.157944 8.357035785 RBP2_HUMAN[2592-2611] 
EFKNTRTNEKVELQELNDR KVELQELNDRFANYID 62.03 1965.979568 4.479192024 VIME_HUMAN[104-119] 
EIRDMLLANKVPAAARAGA KVPAAARAGAIAPCEVTVPAQNTGLGPE 82.77 2744.427933 2.936131025 RLA0L_HUMAN[106-133] 
EIRDTGVMVKLYPNMTAVL KLYPNMTAVLLHNTQLDQR 33.31 2254.189194 1.561093456 PNPT1_HUMAN[697-715] 
EKSQQALVQKRHYLFDVQR KQASIQHIQNAIDTEKSQQALVQ 82.18 2577.351044 2.175877443 AT5F1_HUMAN[139-161] 
ELAEDKENYKKFYEQFSKN KCLELFTELAEDKENY 90.23 2000.940063 3.40290053 HS90A_HUMAN[419-434] 
ELERAFGYYGPLRSVWVAR KTELERAFGYY 38.03 1375.677185 2.419899113 SFRS3_HUMAN[23-33] 
ELGALDILQMLGRAGRPQY KGRWTELGALDILQ 44.52 1598.878021 3.285428864 U520_HUMAN[838-851] 
ELIQAAEAMKGTEWVDPED KRVAGSVTELIQAAEAM 55.02 1772.945435 4.252245924 TLN1_HUMAN[2274-2290] 
ELKKYSHVNKKALDQFVNF KKALDQFVNFSEQ 63.4 1552.788544 -0.547402287 SMC3_HUMAN[984-996] 
ELKQVAYIYKCVNTTLQIK KCVNTTLQIKG 86.12 1260.686005 -0.191165761 CAP1_HUMAN[355-365] 
EMNGRIVATKPLYVALAQR KAVTEMNGRIVAT 55.87 1388.744568 0.465168336 PABP1_HUMAN[348-360] 
EMNGRIVGSKPLYVALAQR KAVTEMNGRIVGS 57.72 1360.713272 0.420367767 PABP4_HUMAN[348-360] 
EMSEENITIKLKQLKAEVI KVKQMPFTEMSEENITI 32.7 2023.995819 6.034103374 MSH2_HUMAN[890-906] 
ENEIRGLCLKSREIFLSQP KNVQLTENEIRGLCL 78.33 1785.940689 1.339910118 PP1A_HUMAN[26-40] 
EPIDEYCVQQLKEFDGKSL KRGFEVVYMTEPIDEYCVQ 67.78 2362.097351 5.233061201 HS90B_HUMAN[505-523] 
EPVIAGLDPKTFKPFICSL KRFGPYYTEPVIAGLDP 34.33 1921.99379 0.740897295 PSB3_HUMAN[98-114] 
EQAGLESNLKKTEDRKRKL RIHPLETEQAGLESNL 53.79 1805.927139 1.39706633 DYHC2_HUMAN[3105-3120] 
EQALANERKKLQKAALGLQ KFDETEQALANERK 50.32 1677.832169 -2.8352061 DDX46_HUMAN[779-792] 
EQEVETILDKAMVLFRFMQ KGVKGLTEQEVETILD 45.86 1757.941086 2.529094994 CUL3_HUMAN[398-413] 
EQEWREKAKKDLEEWNQRQ KDLEEWNQRQSEQVE 61.38 1916.886398 6.90494753 CLCB_HUMAN[134-148] 
EQMTLRGTLKGHNGWVTQI KGHNGWVTQIATTPQFPDMILSASRD 91.42 2869.418121 1.172014624 GBLP_HUMAN[12-37] 
EQNNSSQPSKQKYVCLAVE KRPFEESETEQNNSSQPS 34.95 2092.929718 -0.882017195 LRC42_HUMAN[393-410] 
ERDLREVFSKYGPIADVSI KYGPIADVSIVYDQQSRRS 52.04 2181.117813 -0.312225225 TRA2B_HUMAN[140-158] 
ERFELFVMKKEICNAYTEL KEICNAYTELNDPMRQ 55.47 1980.903305 2.150029226 SYK_HUMAN[493-508] 
ERGYSFTTTAEREIVRDIK KILTERGYSFTTT 31.71 1515.793304 2.334091324 ACTB_HUMAN[191-203] 
ERKKADFSTKDIYQDLNRL KDIYQDLNRLL 66.87 1389.761581 2.542162662 MSH2_HUMAN[235-245] 
ERLIGDAAKNQVAMNPQNT KVEIIANDQGNRTTPSYVAFTDTERLIGDAAK 33.47 3492.784851 3.902902864 HS71L_HUMAN[27-58] 
ESEDMAQRRKEAADMLKAL KSSLLDDLLTESEDMAQRR 86.4 2206.08992 3.351177997 DNM1L_HUMAN[692-710] 
ESHSSLSSSTFLGPGLGGK TFLGPGLGGKSGER 30.75 1374.725571 -5.171941331 TFE2_HUMAN[92-105] 
ETEERSTELKTEIKEEEDQ KTEIKEEEDQPSTSATQSSPAPGQSK 81.42 2759.309692 -1.076718575 EP300_HUMAN[1020-1045] 
ETEISTRASKSLTTKTSKR KAETETEISTRAS 37.61 1421.699768 -0.328480042 MIPT3_HUMAN[325-337] 
ETQKNERVKKQLQALSSEL KQLQALSSELAQARDETK 97.15 2015.064682 2.298685517 RADI_HUMAN[526-543] 
EVEVSNLENKQPVESTSAK KRCSDNTEVEVSNLEN 38.43 1892.853394 0.949888674 ANLN_HUMAN[69-84] 
EVMIKGGGLKHVPCVEDED KHVPCVEDEDFIQALD 30.65 1913.882935 2.219048993 RENT2_HUMAN[1103-1118] 
EWAQNTIVPKVLVMANDPN KVLVMANDPNYLHR 52.76 1668.876968 -0.391880296 2AAB_HUMAN[497-510] 
EYENLFPGLKEAFVVEEWV KEAFVVEEWVKETHADLWPA 60.7 2383.18483 2.800454214 COPB2_HUMAN[802-821] 
FADHREGILKTAKVLVEDT ATAGTLNREGTETFADHREGIL 60.93 2358.156387 1.838300472 TLN1_HUMAN[1999-2020] 
FASVEQFWRFYSHMVRPGD KQIGTFASVEQFWR 30.65 1695.873291 1.639863081 IF4E2_HUMAN[83-96] 
FDATNPLNLCVKIVQGIRA CVKIVQGIRAMEVDSSQYS 40.4 2169.055817 -8.024228728 NEK9_HUMAN[260-278] 
FDEIVNIARQMRHRSLARE KHSGNITFDEIVNIAR 63.6 1812.948227 0.394385228 RL12_HUMAN[99-114] 
FDQLALDSPKGCGTVLLSG KGCGTVLLSGPR 31.35 1243.6707 0.331277403 RL18_HUMAN[132-143] 
FEYEYSQRWKSLDEMEKQQ AQHGTFEYEYSQRW 48.07 1800.785583 0.899052067 SFPQ_HUMAN[481-494] 
FGTKEPLYEKDSSVAARFQ KPLTLERTINLYPLTNYTFGTKEPLYE 68.67 3213.696121 5.984386599 CPSF5_HUMAN[29-55] 
FLAPVTRPDKVVCVGMNYV RALAAQLPVLPRSEVTFLAPVTRPD 41.5 2716.538803 4.100070276 FAH2A_HUMAN[82-106] 
FLDELAQKLKPLGEQERAV KPLGEQERAVILEL 30.85 1593.908966 2.645069505 THOP1_HUMAN[303-316] 
FLTSPEELYRVFTTQELVQ RVFTTQELVQAFTHAPATLEADRGG 65.85 2714.37764 4.314801237 AHSA1_HUMAN[224-248] 
FNGNLPFLFKVLSVETPLS KVKDTFNGNLPFLF 41.73 1638.876984 4.361523208 MPI_HUMAN[85-98] 
FQGETENREKVAASPKSPT KQLHEFAITEPLVTFQGETENRE 87.16 2715.350388 3.452593095 CEP55_HUMAN[398-420] 
FQSTTGHCVHMRGLPYRAT SGMSDHRYGDGGSTFQSTTGHCV 52.31 2442.991776 -2.297592671 HNRH1_HUMAN[269-291] 
FRYFAGWCDKIQGSTIPIN KIQGSTIPINQARPNRNLTFT 30.17 2368.297501 -0.954272003 AL1L2_HUMAN[560-580] 
FSEILNRVQKAVDDLNLHS KTFSEILNRVQ 58.28 1333.735382 2.430767035 DYHC1_HUMAN[872-882] 
FSHHNQLAQKTRREKRARQ KLITQTFSHHNQLAQ 52.39 1764.927109 0.545631599 NUDC_HUMAN[53-67] 
FSQGPTLQFTLRWTGETND KRLPPFETFSQGPTLQF 46.78 1992.046906 4.381422934 SUZ12_HUMAN[341-357] 
FSSMAEVDAAMAARPHSID AMAARPHSIDGRVVEP 33.7 1704.872955 1.6400049 ROA2_HUMAN[78-93] 
FSYGRALQASALKAWGGKK KPWALTFSYGRALQA 32.16 1707.909653 2.921114704 ALDOA_HUMAN[294-308] 
FVAELKGLDPARVNVPVIG PARVNVPVIGGHAG 37.67 1342.746979 -0.557066977 MDHM_HUMAN[189-202] 
FVQALVEHVKEECDRLGPG KEECDRLGPGMADIC 44.55 1749.748413 2.075155476 SAP_HUMAN[227-241] 
FVTLDEILRLAQENEVDFI KDAVRGNDTFVTLDEILR 33.25 2061.085464 1.692797344 MRE11_HUMAN[28-45] 
FYLGKHSGRKLQWQSTLGH KLQWQSTLGHCVL 30.79 1568.813339 1.163299645 CUL4B_HUMAN[702-714] 
GAHNYTLYFMSDAYMGCDQ KVKLDFVAPATGAHNYTLYF 67.33 2254.178635 3.325823377 U520_HUMAN[2089-2108] 
GASLADIMAKRNQKPEVRK KFQRAITGASLADIMA 70.99 1691.902847 3.219451997 RL24_HUMAN[77-92] 
GDKWCIYPTYDYTHCLCDS YDYTHCLCDSIEHITH 58.55 2062.851318 5.8433683 SYQ_HUMAN[438-453] 
GDSGSGKPFKIKGQPESGI KSTGDVPHTSVTGDSGSGKPF 69.44 2059.98111 1.44758609 UBP8_HUMAN[583-603] 
GDYRSHAVDKIQNTLHCCG KIQNTLHCCGVTDYRDWTDTNYYSE 54.23 3138.344757 3.847569638 TSN6_HUMAN[146-170] 
GEDASSPPPKTEAASDPQH KTEAASDPQHPAASEGAAAAAASPPLLR 45.56 2684.351746 2.054872283 VAT1_HUMAN[22-49] 
GEKLFHRIKKNFPLQFGRE KNFPLQFGREVLA 33.93 1517.835434 0.876247826 C19L1_HUMAN[483-495] 
GEPVGDDYKKMGTLFGELN KESEQDVEDSQNHTGEPVGDDYK 70.61 2605.105209 1.536214348 CD032_HUMAN[47-69] 
GGFSQEELLKIWKGLFYCM KTQRETGGFSQEELL 38.91 1721.858414 2.101218062 RRP1B_HUMAN[38-52] 
GGLLLPSDTKRSQIYGSRQ KTRTFNTSTGGLLLPSDT 45.54 1907.99527 1.499479608 KU70_HUMAN[299-316] 
GGMGAVLMRKMGWREGEGL KDQFLRAAPVTGGMGAVLMR 77.61 2117.123779 0.270177873 SON_HUMAN[2295-2314] 
GGSGGFHLAQQASASGSVS KRLEVEEPLGSGPSVLGTGTGGSGGFHLA 72.53 2808.440643 2.820070283 LMNB2_HUMAN[417-445] 
GGVGSFDIAGLLNNPGFMS KLREAPSPTGGVGSFDIA 58.35 1800.937012 1.882353451 SGTA_HUMAN[205-222] 
GHLTVDEFKKIYANFFPYG KDCPTGHLTVDEFK 45.54 1645.777023 3.208211031 HPCL1_HUMAN[36-49] 
GIFLDLMHLKKPGGFDISL KAGDLRDTGIFLDLMHL 65.61 1914.003311 1.318179538 KU70_HUMAN[189-205] 
GIKHELQANCYEEVKDRCT CYEEVKDRCTLAE 35.1 1671.723236 1.31361457 COF1_HUMAN[139-151] 
GIVSAPVPKKLLMMAGIDD SVLVRLIPAPRGTGIVSAPVPK 43.62 2226.357605 1.539285509 RS2_HUMAN[190-211] 
GKPSAPKKLKLDVGEAMAP KLDVGEAMAPPSHR 95.34 1506.761276 2.056065582 PELP1_HUMAN[498-511] 
GKVHVTVDLKYYRPTEVDF KYYRPTEVDFLQGDCT 62.23 1990.909485 3.204063293 GMDS_HUMAN[322-337] 
GLNEQVPHYRQALDMILDL KFNLTGLNEQVPHY 45.07 1658.841644 3.04971847 CSK2B_HUMAN[33-46] 
GLSGSGPAYAFTALDALAD AFTALDALADGGVKMGLPRRL 62.16 2171.188477 1.835860886 P5CR1_HUMAN[181-201] 
GLTQIETLFKSKDYEFMWN KEVFTRFCTGLTQIETLF 63.73 2189.119095 6.531851114 KCRB_HUMAN[247-264] 
GMKIMEMSAKGIKPVTLEL KGIKPVTLELGGKSPLIIFSDCDMNNAV 46.55 3015.577301 6.675670358 AL9A1_HUMAN[246-273] 
GNKIQDEENKMLLLEILHE KMLLLEILHEI 43.73 1350.794449 2.861279155 ERO1A_HUMAN[341-351] 
GPTADPEKRKLIQQQLVLL KLIQQQLVLLLHAH 50.78 1653.008972 0.750147169 CBP_HUMAN[352-365] 
GRAKRRMQYNRRFVNVVPT NRRFVNVVPTFG 31.85 1404.762634 1.586033075 RS30_HUMAN[39-50] 
GRGGASIYGKQFEDELHPD KQFEDELHPDL 49.95 1369.651382 2.197639516 PPIL1_HUMAN[80-90] 
GRIPKKLLQKVFNDTCRSG KVFNDTCRSGGLGGSHALLL 65.27 2101.073868 3.114597778 LPPRC_HUMAN[107-126] 
GRNFDEILRVVISLQLTAE KLSILYPATTGRNFDEILR 54.77 2206.210968 2.924924268 PRDX6_HUMAN[144-162] 
GSDARTTAESQTTGKQSLI KSFAANGIQAHPESSTGSDARTTAE 64.77 2532.184052 -0.532741686 TDIF2_HUMAN[24-48] 
GSSVSCTEEKKQSKSQQLK RGHQDPSQATGTTGSSVSCTEE 73.8 2290.972061 0.292452279 CT108_HUMAN[59-80] 
GSYTLQVIKLNLMSEEVTG NVTRNDTGSYTLQVIK 30.28 1807.942825 7.127990898 CEAM8_HUMAN[111-126] 
GTLERGILKKGDECELLGH SVPGRGTVVTGTLERGILK 41.43 1939.121475 3.777999519 EFTU_HUMAN[267-285] 
GTQLEKLMENMRNDIASHP NMRNDIASHPPVEGSYAP 33.18 1953.900284 2.538512349 SND1_HUMAN[713-730] 
GTTEDTEAKKRKRAERFGI KERFGIVTSSAGTGTTEDTEAK 96.02 2284.118286 0.918078548 HCC1_HUMAN[178-199] 
GYTLEFRSGKVAFRDCEGR KVAFRDCEGRYLAPSGPSGTL 45.71 2280.132095 1.796387152 FSCN1_HUMAN[220-240] 
HADFADECPKPELLAIRFL KPNAGSDRAWVWNTHADFADECP 31.12 2643.156082 -0.181979416 RANG_HUMAN[111-133] 
HANRIYRMIKLGLGIDEDD KLGLGIDEDDPTADDTSAAVTEEMPPLEGDDDTSRMEEVD 73.3 4277.847534 -2.763773114 HS90A_HUMAN[693-732] 
HEYHAETIKNVRTATESFA NVRTATESFASDPILYRPVAVALDTKGPEIRTGLI 37.09 3770.036652 3.604208992 KPYM_HUMAN[90-124] 
HGGDINDIKKARLLLKSVR KGYLTDLNSMIPTHGGDINDIK 71.12 2401.194748 3.733141599 PRP6_HUMAN[271-292] 
HIITMDLHQKEIQGFFSFP KAGLTHIITMDLHQ 39.3 1576.839539 -0.067857253 KPRA_HUMAN[124-137] 
HIMKSADVEKLADELHMPS KLADELHMPSLPEMMFGDNVLR 30.17 2542.23819 2.781407355 TIPRL_HUMAN[35-56] 
HLAWINTPRKEGGLGPLNI KLGCEVLGVSVDSQFTHLAWINTPR 90.07 2826.4487 5.311966214 PRDX2_HUMAN[67-91] 
HLKAVKMTLKNREPVQLET KNREPVQLETLS 39.88 1412.762314 -1.565726929 SMD1_HUMAN[48-59] 
HNLSFDEINKAFELMHSGK KVDEFVTHNLSFDEIN 60.29 1905.910858 4.099876952 ADHX_HUMAN[341-356] 
HPFHVITLRSMVQFIGRES SAATLITHPFHVITLR 38.23 1776.004639 0.739299871 MTCH2_HUMAN[132-147] 
HPIRLGLALNFSVFYYEIL KAASDIAMTELPPTHPIRLGLAL 76.99 2414.33551 3.243956761 1433E_HUMAN[153-175] 
HPIRLGLALNFSVFYYEIQ KEQMQPTHPIRLGLAL 45.15 1831.013794 2.184582122 1433F_HUMAN[162-177] 
HSDLVLRATKLGIPYRVIH KLGIPYRVIHNASIMNAVGCCGLQLY 68.41 2946.503021 3.703373091 DPH5_HUMAN[100-125] 
HSKRTLLIKTVETRDGQVI TVETRDGQVINETSQHHDDLE 62.97 2422.099686 1.01482198 VIME_HUMAN[446-466] 
HSPPTDLVWKAQNTWGCGN KAQNTWGCGNSLRTALINSTGEEVAMR 88.12 2963.434143 1.61265605 LMNA_HUMAN[515-541] 
HSQLTNLERKWQHLEQNNF KTQLQENETHSQLTNLER 98.97 2168.082138 1.459354304 IFT74_HUMAN[530-547] 
HTAKYDPSLKPLSVSYDQA KPLSVSYDQATSLR 66.56 1563.825653 2.1863051 CAH2_HUMAN[45-58] 
HTEEYSGEEKTWMWWHNFR MRVPLVAPEDLRDDIIENAPTTHTEEYSGEE 48.75 3525.656921 1.30472139 ANM5_HUMAN[153-183] 
IAWKFDSPERNLWNLKPFT RFSDSEIGGITIAWKFDSPE 39.54 2254.090607 -8.272515729 STA5A_HUMAN[618-637] 
ICSHVQNMIKGVTLGFRYK KGVTLGFRY 46.68 1039.581467 3.565858105 RL9_HUMAN[82-90] 
ICSSVDKLDKVSWEEVKNE KVSWEEVKNEMVGE 36.72 1662.792297 2.294333458 SYHC_HUMAN[243-256] 
ICYVMMMPFKRQALVEFEN KRQALVEFENIDSA 35.09 1618.831451 3.133741933 HNRLL_HUMAN[111-124] 
IDERAINKKKLTPFIIQEN KLTPFIIQENLNLALNSASAIGCHVVNIGAEDLRAG 114.03 3818.014847 5.035339246 PLST_HUMAN[184-219] 
IEDGIFEVKSTAGDTHLGG STAGDTHLGGEDFDNRMVNH 75.68 2171.929062 2.122997514 HSP7C_HUMAN[221-240] 
IEERVNILFDFVKKKKEEG KVLTLSDDLERTIEERVNILF 75.28 2502.369324 3.787210748 IF5_HUMAN[224-244] 
IEETHEELKKQYIFQLSSL KIITIEETHEELK 56.63 1581.861343 -0.183960498 TOPB1_HUMAN[1253-1265] 
IESANQQTDKLKELYGQVL KLKELYGQVLY 30.79 1352.770355 1.987772714 SRP72_HUMAN[110-120] 
IFLAGPPLVKAATGEEVSA KAATGEEVSAEDLGGADLHCR 138.77 2185.006943 -0.562469609 MCCB_HUMAN[248-268] 
IGCDVKTCHRTYHYHCALH SLCHCPGATIGCDVKTCH 81.03 2071.869659 1.209052891 PHF6_HUMAN[83-100] 
IGSRKVRNPKLHVEGTECL KLHVEGTECLQA 45.2 1383.681641 -0.28691571 AGK_HUMAN[357-368] 
IHGNDEVKRGVLLMLFGGV NLCTSLFPTIHGNDEVKR 58.49 2100.042221 -1.342353964 MCM6_HUMAN[349-366] 
IHKYVHLFPKLELSVHLQP KLELSVHLQPITRSTL 71.06 1834.067612 3.451344955 U520_HUMAN[1183-1198] 
IIAGWREATKAAREALLSS KIHPQTIIAGWREAT 41.13 1719.942017 0.980847019 TCPB_HUMAN[120-134] 
IIDIITHRSNVQRQQIRQT KGLGTDEDTIIDIITHRS 76.21 1983.027283 4.448249439 ANXA6_HUMAN[377-394] 
IIQNPTDQQKKDHEKAEFE KQHVIDGEKTIIQNPTDQQ 73.11 2191.123306 3.157284659 PA2G4_HUMAN[191-209] 
IIQNPVETPKKDYSLLPLL KKDYSLLPLLAAAPQVGE 30.8 1912.066925 5.332972328 P80C_HUMAN[458-475] 
IKEILGTAQSVGCNVDGRH SVGCNVDGRHPHDIIDDINSGAVECPAS 56.98 2990.324707 4.884419396 RL12_HUMAN[138-165] 
IKTGASVLNKWQMNPYDRG KWQMNPYDRGSAFAIGSDGLCCQ 90.41 2660.157013 2.037473718 DDX1_HUMAN[90-112] 
ILCTSYVQFKEDSHPFDLG KEDSHPFDLGLYNEAV 52.9 1832.858078 2.824004795 RFA3_HUMAN[88-103] 
ILENSVKHSKALNTLSSPG KALNTLSSPGQSSFSHGTRNNSA 83.97 2360.146881 0.072453118 PHIP_HUMAN[1553-1575] 
ILMLFNNREKYTFEEIQQE KYTFEEIQQETDIPERELVRALQ 69.17 2834.444992 6.386082655 CUL3_HUMAN[610-632] 
ILTMDMLTVKVGEPKGYPP KVKIPEGTILTMDMLTV 51.28 1888.041336 5.957496685 SIAS_HUMAN[298-314] 
IMEKSETELKDTYARWLPL KDTYARWLPLGLGLNHLG 34.41 2023.100311 2.768028837 PSMD2_HUMAN[551-568] 
INQIRQDAVKDLGVFIPAP KDLGVFIPAPMAQGMRSDFFLEGPFMPPRM 42.16 3381.653473 2.486357655 IF4G2_HUMAN[332-361] 
INSASLHPEKEFLVAGGED HSAVSLDPIKSFEAPATINSASLHPE 36.13 2717.366028 5.061887084 STRAP_HUMAN[209-234] 
IPPMEKAVVKTDIQIALPS KTDIQIALPSGCYGRVAPRSGLAA 49.54 2500.322006 2.553671081 DUT_HUMAN[155-178] 
IPTLNEGTVKRWIADVETK KRTIPTLNEGTV 51.79 1327.745956 0.358502316 HERC5_HUMAN[385-396] 
IQIATPGKGKKSTPKPIPI KKPLTSNCTIQIATPGKG 51.44 1913.040421 0.998933415 WDR43_HUMAN[308-325] 
IQVLNQLIQKIREDLPNLE KIREDLPNLESSEETEQIN 72.51 2243.091675 4.34088366 VPS35_HUMAN[749-767] 
IRGDFCIQVGRNIIHGSDS GRNIIHGSDSVESAE 72.35 1569.738297 -0.651700989 NDKA_HUMAN[113-127] 
ISGLVFDTAKEDVELRTGI KEDVELRTGIPRQLLL 34.22 1879.089066 3.388876086 MINA_HUMAN[281-296] 
ITNDGATILKQMQVLHPAA KQMQVLHPAARMLVELS 42.85 1950.054276 4.39372386 TCPD_HUMAN[79-95] 
ITNDKGRLSKEDIERMVQE KEDIERMVQEAE 71.74 1475.692566 1.759174004 HSP7C_HUMAN[512-523] 
ITNDKGRLSKEEIERMVQE KEEIERMVQEAE 72.04 1489.708206 3.044891598 HSP71_HUMAN[512-523] 
IVDTGIGMTKADLINNLGT KQDRTLTIVDTGIGMT 78.05 1747.913849 3.307943354 HS904_HUMAN[24-39] 
IYENRIYSLKIECGPKYPE KIECGPKYPEAPPFVRFVT 47.86 2234.155792 2.725414236 UB2V1_HUMAN[142-160] 
KAGVKATLNARTSILAAAN ARTSILAAANPISGHYDRS 64.97 1999.023499 2.397670664 MCM6_HUMAN[495-513] 
KDLLKKFQTKKTGLSSEQT KKTGLSSEQTVNVLA 39 1573.867523 7.606103961 T2FA_HUMAN[480-494] 
KEEDKALACSPIQITAGRR VQDEGTKEEDKALAC 38.45 1691.767212 5.686361535 CR058_HUMAN[233-247] 
KEEQFKQVFKELEFLGWYT KELEFLGWYTTGGPPDPSDIHVH 57.39 2594.244171 6.238040421 CSN6_HUMAN[117-139] 
KEGLPVALDKHILGFDTGD KHILGFDTGDAVLNEAAQILR 99.08 2280.22261 4.343435574 CN166_HUMAN[185-205] 
KELEKVYDPKNEEDDMVEM KNEEDDMVEMEEERLRM 68.86 2181.93399 1.504170161 NUCB2_HUMAN[281-297] 
KELLSSDMKKDFIMHRLPP TLADRLEGTKELLSSDMK 73.63 2006.03537 3.106625184 MINA_HUMAN[314-331] 
KFKITTSMQKDTPQEMEQT KDTPQEMEQTRSAVDEDR 66.54 2133.959656 0.232431761 CUL2_HUMAN[659-676] 
KFMQEVYLDKFIRLLDAPG KFIRLLDAPGIVPGPNSEVGTILR 66.76 2561.46933 1.813021903 GNL3L_HUMAN[297-320] 
KGLVLGIYSKEKEDDVPQF KEKEDDVPQFTSAGENFD 59.61 2054.906891 1.636570501 AMPL_HUMAN[43-60] 
KGVQAVMGYKPGSGVVTAS KPGSGVVTASTASSENGAGKPWK 68.04 2215.123306 -0.99046405 LSG1_HUMAN[616-638] 
KIICQGFTGKQGTFHSQQA KQGTFHSQQALEYGT 47.08 1693.806 0.290470101 SUCA_HUMAN[53-67] 
KIYEISNRWKLAQVQVQKD KIYEISNRW 42.49 1207.634918 2.479226093 EXOSX_HUMAN[716-724] 
KKGDLKHITKLKPWGLFEV KLKPWGLFEVLVE 35.12 1556.896637 4.121660904 SRPK1_HUMAN[773-785] 
KKVHVIFNYKGKNVLINKD KVHVIFNY 42.07 1018.559998 1.596371351 CALR_HUMAN[143-150] 
KLGITQLRFKPAYNPYTEP KPAYNPYTEPSMEVFSYHQGLK 65.69 2585.226028 1.180941228 SYFA_HUMAN[406-427] 
KLGRLVKDMKIKSLEEIYL KIKSLEEIYLF 40.92 1381.78566 3.323236109 RS2_HUMAN[74-84] 
KLKIAQLCNKHDTIGQDLV KHDTIGQDLVAM 42.82 1326.660187 2.7188575 PUR2_HUMAN[508-519] 
KMIFVGIKKKEERADLIAY KEERADLIAYL 31.39 1319.708466 1.664003874 CYC_HUMAN[89-99] 
KNKQKRPRSRTLTAVHDAI RTLTAVHDAILEDLVFPSEIVG 32.13 2394.27948 2.176437648 RS7_HUMAN[120-141] 
KNSKGGSGGKTTGTPPDSS KTTGTPPDSSLVTYELHSRPEQD 57.32 2557.22963 1.744856992 DCTN2_HUMAN[194-216] 
KPGAAPTEHKALVSHNGSL KALVSHNGSLINVGSLLQR 42.67 2005.143234 -1.262752684 K1967_HUMAN[800-818] 
KQFFLQFHFKMEKPPAPPS KMEKPPAPPSLPAGPPGV 49.23 1768.954559 1.450008982 SF3A2_HUMAN[213-230] 
KRDEFEFLEKASKLRGIST KRDEFEFLE 30.54 1211.58223 3.544125932 TRI25_HUMAN[301-309] 
KRGPLGPNWKKELANSPDC KKELANSPDCPQMCAY 74.86 1910.832458 2.702487064 PIPNB_HUMAN[178-193] 
KSALSAVASLAAAWPQLHQ PTKSALSAVAS 38.89 1030.565857 8.681638286 BAZ1A_HUMAN[515-525] 
KSFTVDIRAKPEYHKFLIG KSFTVDIRA 37.91 1035.571289 3.036971026 VIGLN_HUMAN[726-734] 
KSYSFDEIRKNAQLNIELE KNAQLNIELEAAHH 56.19 1586.816452 -1.707821971 NAMPT_HUMAN[478-491] 
KTRESTSSEKVSQSPSKDS KVSQSPSKDSEENPATEERPE 34.41 2343.082581 -0.797667148 STX18_HUMAN[185-205] 
KVLGTVKWFNVRNGYGFIN NVRNGYGFINRNDT 56.64 1638.786255 -0.763369839 DBPA_HUMAN[99-112] 
LAAKEKEVKKITDGLHALQ KITDGLHALQEASN 40.22 1495.763046 2.437551863 SMC2_HUMAN[354-367] 
LASSVDSAHSDVASGMSDG SDVASGMSDGNENVPSSSGRHEGRTT 37.42 2633.137207 -1.615943138 WNK1_HUMAN[1073-1098] 
LCIGCGICIKKCPFGALSI KKCPFGALSIVNLPSNLE 40.84 1986.060806 1.63942614 ABCE1_HUMAN[63-80] 
LDEGPPKYTKSVLKKGDKT KETKSEETLDEGPPKYT 71.43 1950.942184 2.02876335 FKBP3_HUMAN[96-112] 
LDEWKAIQNKDRAKVEFNI KEMTLDEWKAIQN 40.95 1604.786804 2.305602209 PAIRB_HUMAN[286-298] 
LDGGDIINALCFSPNRYWL KHLYTLDGGDIINA 55.08 1528.788544 -0.158295273 GBLP_HUMAN[225-238] 
LDIDTLTWNKPSLSGVAPL KPSLSGVAPLPRSLHSATTIGN 36.35 2202.212051 -0.907723668 HCFC1_HUMAN[244-265] 
LDIGILDIFGFEEFQKNEF LDIGILDIF 32.24 1017.574646 5.973026179 MYO16_HUMAN[772-780] 
LDPGMAPYIKSGGELDIVV KHSVESMITTLDPGMAPYI 45.34 2089.022385 6.859189304 PRRC1_HUMAN[234-252] 
LDVFNIILARQQAQVEVIR RQQAQVEVIRSGQ 59.75 1497.801178 -2.167844469 VP13C_HUMAN[445-457] 
LEAVAALGNKVVESLRAQD KVVESLRAQDPSEVLT 39.69 1769.952316 0.992117123 ILF2_HUMAN[141-156] 
LEDGSRLNSKQLNRLLGVS KFVTETLEDGSRLNS 73.21 1694.847519 1.866244582 TEX10_HUMAN[462-476] 
LERYVETQAKENAYDLEAN KGIDRYNPENLATLERYVETQA 51.36 2579.297928 1.067732413 EIF3K_HUMAN[16-37] 
LFKSKDYEFMWNPHLGYIL MWNPHLGYILTCPSNLGTGLRAGVHI 73.11 2876.457809 5.782459227 KCRB_HUMAN[272-297] 
LFPLIEAKKKDQVTAQEIF KDQVTAQEIFQDNHEDGPTA 49.09 2242.013824 -0.65610657 KU86_HUMAN[545-564] 
LFTLTMMQLKQMLPLNTNI KQMLPLNTNIRL 38.4 1439.828217 -0.168770133 XPO1_HUMAN[295-306] 
LFTRASEDLKTHMVVANTM KTHMVVANTMEDFQ 83.14 1649.754166 2.931345833 SYEP_HUMAN[1421-1434] 
LGFLNHYQMKNPNGPYPYT KSDALETLGFLNHYQM 60.87 1865.898163 4.254787403 HNRPL_HUMAN[521-536] 
LGTQPTVLRTFRSLSTTNV TFRSLSTTNVFACSDRPTVIYSSNH 31.42 2859.361008 4.687760644 DDB1_HUMAN[640-664] 
LHGLQQYYVKLKDNEKNRK KFMQDPMEIFVDDETKLTLHGLQQYYV 37.59 3287.588272 6.423857933 UAP56_HUMAN[241-267] 
LHGLQQYYVKLKDSEKNRK KFMQDPMEVFVDDETKLTLHGLQQYYV 46.68 3273.572632 7.912150703 DDX39_HUMAN[240-266] 
LKELEAKAYKQIDARGGNP KQIDARGGNPELVALV 35.39 1678.9366 1.75349087 GGPPS_HUMAN[273-288] 
LKHSATPFLKVEPFLPGHY KVEPFLPGHYEVLDLKPNG 68.32 2151.136429 3.580897937 ASNS_HUMAN[176-194] 
LKIQLQSCSKLEDLPAEQW KLEDLPAEQWNHATVRNAL 48.65 2204.133774 1.373328623 SATB2_HUMAN[161-179] 

LKVWDVKAQKLAMDLPGHA KLAMDLPGHADEVYAVDWSPDGQRVASGGKD 77.15 3283.556793 2.462878065 NLE1_HUMAN[447-477] 
LLEEYSVLNKDIQEDSGME KDIQEDSGMEPRNEEEGNSEEIKA 72.99 2733.203476 2.581220192 FACE1_HUMAN[292-315] 
LLEGDHVRFNISTDRRDKL KVTLLEGDHVRF 70.43 1412.777603 1.43617792 CSDE1_HUMAN[307-318] 
LLSQDQAQAARLPPQDFLD KVQEQVHTLLSQDQAQA 45.95 1921.985748 0.793970508 CKAP4_HUMAN[505-521] 
LLSSLSRYFRRGAPSSPAT RRGAPSSPATGVLPSPQG 40.34 1733.917282 1.154611019 NU188_HUMAN[1703-1720] 
LMEIDGDKGKQGGPTYYID KQGGPTYYIDTNALRVPRENMEAISPL 40.36 3032.53891 2.048448572 ACL6A_HUMAN[62-88] 
LNERFTSYQKATEEHSTRQ KSAAMTLNERFTSYQ 69.73 1745.840637 1.629587455 BCLF1_HUMAN[622-636] 
LPKTVNTKKDSESAPVKGG DSESAPVKGGTMTDLDEQEDESMETTGKDEDEN 32.23 3588.43631 9.693079937 SMRC2_HUMAN[366-398] 
LPQRRRLQKKKAGPGSLEL KKAGPGSLELCGLPSQ 35.89 1640.855576 2.223230401 RRP1B_HUMAN[573-588] 
LQALQIPAAKLEGVLAEVA KLEGVLAEVAQHYQDTLIRA 91.64 2253.2117 4.51932679 IQGA1_HUMAN[567-586] 
LQAQSEEARRLLGCRSGTR KYASETLQAQSEEAR 128.3 1709.821991 -0.928166797 ISY1_HUMAN[266-280] 
LQCNPPPGLPSPVIFWMSS LDPVVVQEGAPLTLQCNPPPGL 32.31 2313.203888 -4.260757148 NFASC_HUMAN[147-168] 
LQPGPEDTGKACGVDFEIR KACGVDFEIRA 34.28 1264.623398 3.658006018 ARRB2_HUMAN[139-149] 
LRKDYARYSKEEEMDDMDR KEEEMDDMDRDLGDEYGW 44.84 2231.862305 -0.511680312 TM9S3_HUMAN[257-274] 
LRRFFKSRGKWCVVFERNY KWCVVFERNY 56.01 1399.670685 1.791135606 C19L1_HUMAN[401-410] 
LSFALADKTKARIVLANDP KARIVLANDPDADRLAVAE 53.75 2036.10141 0.654191384 PGM2_HUMAN[314-332] 
LSGPFTYTAKRPSDIKFKP KRALVAIGTHDLDTLSGPFTYTA 30.41 2446.285629 2.135073655 SYFB_HUMAN[153-175] 
LSPEEQKERKIMKLLLKIK KLLVDVDESTLSPEEQKER 65.2 2214.137924 2.027425641 SF3B1_HUMAN[477-495] 
LSSPEVRFHMDSETHDPID KGALTLSSPEVRFH 48.55 1540.836166 -0.489344693 RRP44_HUMAN[627-640] 
LTDCVVMRDPQTKRSRGFG KWGTLTDCVVMRD 69.76 1579.748703 2.658017691 ROA3_HUMAN[57-69] 
LTDRELEEYRREVERKQKG KEYQPHVIVSTTGPNPFTTLTDRELEEY 58.99 3263.598633 3.746784263 ADDA_HUMAN[548-575] 
LTGAFGILAAHVPTLQVLR AHVPTLQVLRPGLVVVHAEDGTTS 54.08 2495.349655 2.271024419 ATPD_HUMAN[72-95] 
LTLALVWQLMRRYTLNVLE MRRYTLNVLEDLGDGQ 41.7 1878.925781 3.971418177 PLST_HUMAN[499-514] 
LTLEERVHFKQRITADLLS KQRITADLLSNGIDVYPQ 76 2030.079636 3.033378539 SEPT9_HUMAN[458-475] 
LTSDPRLPYKVLSVPESTP KITLTSDPRLPY 53.47 1402.781998 2.055914607 UFM1_HUMAN[7-18] 
LTSEEEARLKKSADTLWGI KVTLTSEEEARL 75.5 1374.735428 2.236066619 LDHA_HUMAN[305-316] 
LTSQPNNRLKEAISTSKEQ KSKPVETPPEQNGTLTSQPNNRL 57.6 2534.308853 -1.057882111 SNP29_HUMAN[124-146] 
LVHPFRALGKNSELLVVSA KASQGSTLVHPFRALG 94.74 1667.910736 1.030031142 NOP14_HUMAN[627-642] 
LVKNCIVLIDSTPYRQWYE DSTPYRQWYESHYALPLGR 41.19 2338.113052 1.099176961 RS8_HUMAN[105-123] 
LVNPANVTFKTYEGMMHSS KTYEGMMHSSCQQEMMDV 74.17 2190.851242 1.524521581 LYPA1_HUMAN[201-218] 
LVSAPHLARSYHHLFPLDA KICGLTLVSAPHLAR 62.72 1634.929016 1.215954932 T2H2L_HUMAN[306-320] 
LVSEQTRVNAAKNKTGAAP KLWTLVSEQTRVN 36.31 1572.862381 2.106350842 RL27A_HUMAN[77-89] 
LWREAGLSWKEFLPEGQDI KVGTLWREAGLSW 38.06 1501.804138 2.945790259 IF4G1_HUMAN[1392-1404] 
LYQSNTILRHLGRTLGLYG KFQDGDLTLYQSNTILR 90.4 2011.037445 4.190374486 GSTP1_HUMAN[55-71] 
MAQHAEVLVKSNNLTDRIV KSNNLTDRIVVIPG 37.91 1524.862381 1.536532102 CARM1_HUMAN[227-240] 
MDVSKLSAEKVEIATLTRE KVEIATLTRENG 79.18 1329.725204 1.457443985 PSA4_HUMAN[210-221] 
MGSRKVKKSKQKPMNVGLS KQKPMNVGLSETQNGGMSQEAVGNIKVT 67.72 2944.474625 2.073714593 DDX18_HUMAN[57-84] 
MHHCADPNTEDWKILLKNQ EDWKILLKNQAAQ 31.89 1555.8358 -6.375351435 UNC5C_HUMAN[618-630] 
MNLGGSLTRQMEKDETVSD KSGSGTMNLGGSLTR 72.54 1464.735474 1.897953623 CAPZB_HUMAN[181-195] 
MPEGTIVCCLEEKPGDRGK KKAQLNIGNVLPVGTMPEGTIVCC 61.21 2598.333191 0.342912142 RL8_HUMAN[92-115] 
MQTLLSLVRQYNPKMVKVA KTMQTLLSLVR 75.66 1288.753677 2.618809211 HPRT_HUMAN[141-151] 
MRLQPIGRDKDGLMYWYQL KNIINEEDADTMRLQPIGRD 41.38 2327.153915 0.041681815 RSF1_HUMAN[128-147] 
MTEVRARQVKEMNPALGID RAFADALEVIPMALSENSGMNPIQTMTEVRARQV 65.55 3744.874924 5.417537411 TCPE_HUMAN[449-482] 
NDWEDHLAVKHFSVEGQLE KSLTNDWEDHLAV 48.18 1526.736511 5.790128117 HS90A_HUMAN[314-326] 
NGSQFFICTIKTDWLDGKH KHVGPGVLSMANAGPNTNGSQFFICT 30.14 2703.289764 3.335935393 PPIF_HUMAN[133-158] 
NHWWNELFNKTAANLVVET KEFTNHWWNELFN 32.74 1763.805588 4.873552992 GPTC4_HUMAN[58-70] 
NITEEKPGRKRAEAKGNRS KEVTQATQPEAIPQGTNITEEKPGR 88.06 2721.393311 2.943712681 BCOR_HUMAN[1235-1259] 
NLPGRGQLQKLASERNLFI KGDLPREPLVATNLPGRGQLQ 55.39 2258.249496 1.663235177 LAP2A_HUMAN[248-268] 
NLTEEEEKSKSLAKLKNKH KLLEDRIAEFTTNLTEEEEKS 87.31 2494.24382 1.752835855 MYH9_HUMAN[995-1015] 
NNQNLIQSLKEDLNKVRTE KAEIARSNASLTNNQNLIQSL 69.59 2284.213455 3.641078281 TPR_HUMAN[1379-1399] 
NPELAFESAKILCCISCNS KADNVVNIARYLYHGNTNPELAFESA 35.45 2905.435822 3.421517669 NU205_HUMAN[892-917] 
NPNNTFYATKRLIGRRYDD KRQAVTNPNNTFYAT 45.11 1723.864166 1.169465692 GRP75_HUMAN[106-120] 
NQHHRALGKKAEDLFQDAY KAEDLFQDAYYQSPETRLRF 30.6 2476.202255 1.986105937 ASML_HUMAN[409-428] 
NQNTNEYLEKIKQRLFENL KLHISPSNMTNQNTNEYLE 56.87 2232.04805 3.12358867 HDAC1_HUMAN[342-360] 
NQNTPEYMEKIKQRLFENL KLHISPSNMTNQNTPEYME 46.38 2233.014313 3.801587814 HDAC2_HUMAN[343-361] 
NRASAYFRLKKFAVAESDC KGMDADPYNPVLPTNRASAYFRL 38.98 2595.290359 3.03742507 RPAP3_HUMAN[158-180] 
NSRGQRLPQKGDVEMLCGG KLVMAGETTNSRGQRLPQ 35.71 1985.047623 -0.459434821 DNMT1_HUMAN[1196-1213] 
NTESKESDTKNEVNGTSED KNEVNGTSEDIKSEGDTQSN 60.91 2150.956345 -0.494198779 CROP_HUMAN[413-432] 
NTVFDAKRLIGRRFDDAVV IGRRFDDAVVQSDM 49.06 1607.772598 1.674988119 HSP7C_HUMAN[74-87] 
NVRNTIHGFKKLHGRSFDD KSQIVTNVRNTIHGF 32.53 1712.932205 1.820270523 HS74L_HUMAN[53-67] 
NVSAAAQRRKMCLFAGFQR KMCLFAGFQR 60.15 1256.615814 1.948089442 HNRPU_HUMAN[591-600] 
NYDVEHTIKKEMSGDVRDA KEMSGDVRDAFVAIVQSVKN 41.38 2192.125946 6.293434018 ANXA6_HUMAN[580-599] 
NYENRIYSLKVECGPKYPE KVECGPKYPEAPPSVRFVT 40.73 2160.10376 3.144756343 UB2V2_HUMAN[66-84] 
NYGIPQRALRGHSHFVSDV KLTRDETNYGIPQRAL 35.98 1874.000977 -0.024546412 GBLP_HUMAN[44-59] 
PADGRIIYRKPVKHPSDEK KADEEPTPADGRIIYR 67.45 1829.927139 0.170498592 K1143_HUMAN[83-98] 
PADVVSGNPKLNLAFVANL KLGCRQFVTPADVVSGNP 44.68 1943.988754 0.246915009 PLST_HUMAN[343-360] 
PAEVGVLVGKDRSSFYVNG KDRSSFYVNGLTLGGQ 94.38 1740.879501 3.108773466 PROF1_HUMAN[54-69] 
PAQLYTLQPKLPITVLNGA KGVSQMPLRYGMNPHQTPAQLYTLQP 58.61 2954.489487 2.270104541 PUR9_HUMAN[199-224] 
PAVRTVPQYKYAAGVRNPQ KYAAGVRNPQQHLNAQPQVTMQQPAVHVQGQEPLTA 33.31 3934.002029 1.952973065 PABP1_HUMAN[512-547] 
PDENDQVIVKIIGHFYASQ KGGKTVNELQNLTAAEVVVPRDQTPDENDQVIV 41.41 3575.843124 1.613325809 IF2B1_HUMAN[505-537] 
PDESKERLGKIVDRIDNDG KTFDQLTPDESKERLG 97.47 1862.937393 3.451001641 RCN1_HUMAN[70-85] 
PDLPEEEYVKEEIQENEEA KRTPDLPEEEYV 32.89 1474.730347 2.213964069 TE2IP_HUMAN[228-239] 
PEFQANEVRKVKKYEQGFI KTPLVSSPMDTVTEAGMAIAMALTGGIGFIHHNCTPEFQANEVR 93.64 4698.270279 5.389430258 IMDH2_HUMAN[62-105] 
PEKTEQFYRKLLNKHGIKT KDEPNSTPEKTEQFYR 44.9 1967.922455 -1.744987457 RL1D1_HUMAN[100-115] 
PELYAELRAKSTPSGFTLD KVLTPELYAELRA 80.59 1501.850388 1.089322887 KCRB_HUMAN[32-44] 
PESKIRFVHKEMGIIPSWG KEMGIIPSWGGTTRLVEIIGSRQAL 53.67 2711.479233 3.164324438 ECHD1_HUMAN[185-209] 
PEYFAERLFKAMKGLGTRD IRSTPEYFAERLF 47.11 1627.835815 2.608985477 ANXA6_HUMAN[249-261] 
PFLLSGTSYKDLMPHDLAR KPNIRNVVVVDGVRTPFLLSGTSY 55.66 2630.454437 2.663418116 ECHB_HUMAN[48-71] 
PGKKEDLYLKPIQRTILMM KPIQRTILMMGRYVEPIEDVPCGNIVGLVGVDQFLV 70.78 4055.141037 5.140141813 EF2_HUMAN[445-480] 
PGRLIDHVKKKATNLQRVS KALQEGAEIVVCTPGRLIDHVK 30.09 2432.320953 0.315336674 DDX42_HUMAN[371-392] 
PGRVFDMLNRRYLSPKYIK KLQMEAPHIIVGTPGRVFDMLN 77.35 2465.292297 2.731927572 IF4A1_HUMAN[146-167] 
PGSGLPPPRKVLILGSGGL RLTERLCPPGIPTPGSGLPPPR 35.58 2367.284515 2.005673577 PYR1_HUMAN[373-394] 
PGYLAPEILKCSMDETHPG KLRELCGTPGYLAPEIL 31.73 1929.039337 2.309439686 PHKG2_HUMAN[183-199] 
PICNTREHCKGKSDHYWVV LNRGLGNTWTPICNTREHC 35.98 2298.0746 0.587883439 WDHD1_HUMAN[650-668] 
PIEIDMIVGKDREGFFTNG KDREGFFTNGLTLGA 47.46 1624.820923 3.065568599 PROF2_HUMAN[54-68] 
PKKMTDYAKKRGWVLGPNN KRGWVLGPNNYYSFASQQQ 68.81 2242.091934 2.051655389 PSMD8_HUMAN[212-230] 
PKSHLQLLGAVCMFLASKL AVCMFLASKL 32.12 1154.582779 -7.227719096 CCND2_HUMAN[103-112] 
PLACGSNPLKREIGDYIRT VRTTHYTPLACGSNPL 31.4 1785.883209 2.35905684 DKC1_HUMAN[64-79] 
PLEDLYKRFKIPGSPPESM KIPGSPPESMGRGRDWNVDLIP 30.93 2420.227051 2.661320556 GDIB_HUMAN[57-78] 
PLLHQIELEKPKPIPYIYG KPKPIPYIYGSRGPTEADELM 57.14 2361.203827 0.824155872 G6PD_HUMAN[476-496] 
PLQTLGLSRSCYSLANQLE KESGYNMIHFTPLQTLGLSR 30 2291.173218 2.965729499 GDE_HUMAN[151-170] 
PLTDRCYLTMTQALEARLG KLVQTPLTDRCYLT 60.3 1706.902542 2.157123743 DYHC1_HUMAN[1878-1891] 
PNRKEWVTPKEFREISYLK KEFREISYL 33.91 1183.623688 2.014153674 PARP1_HUMAN[337-345] 
PPAVFDAKQLKKSMKGAGT LKKSMKGAGTNEDA 36.16 1464.724213 0.19798949 ANXA3_HUMAN[99-112] 
PPGLAREDWKIIRALSEIA KVAVTPPGLAREDW 39.72 1537.825272 -0.063726356 NDUS1_HUMAN[607-620] 
PPPGTRVRAMAIYKQSQHM KTCPVQLWVDSTPPPGTRVRA 54.64 2364.237259 2.32294791 P53_HUMAN[139-159] 
PPTGNQPFPKKAVDVFFPP KLHIIEVGTPPTGNQPFP 56.84 1944.046906 2.354881452 CLH1_HUMAN[227-244] 
PQDQAVLHRNRAACHLKLE KCGDYGGALAAYTQALGLDATPQDQAVLHR 65.68 3159.540741 4.728535324 UN45A_HUMAN[33-62] 
PQLFTVLPEKRTATVGGAM KKIEEAMDGSETPQLFTVLPE 48.53 2361.177353 4.958966757 SF3B2_HUMAN[746-766] 
PRDEYIEQLKTQMSSCVAK KWNFTTPRDEYIEQL 49.4 1938.947556 3.614331898 CKAP5_HUMAN[1182-1196] 
PSMQKSVQNKIKSLNWEEM KIKSLNWEEME 47.43 1405.691101 2.888970413 PSMG2_HUMAN[154-164] 
PTLTTFPTIRVGSDVWGER APGPCFGGRTLEEIWRAATPTLTTFPTI 30.44 3059.553894 3.035082996 YG034_HUMAN[167-194] 
PVDKFWQKHKGSPFPEVAE KGSPFPEVAESVQQELESYRAQEDEVKRL 61.36 3347.663315 1.737629938 SCFD1_HUMAN[330-358] 
PVEPEVAIHRIRITLTSRN KDTGKTPVEPEVAIH 40.97 1619.851883 0.302496793 RS20_HUMAN[4-18] 
PVIKAFGILKRAAAEVNQD KRAAAEVNQDYGLDP 65.79 1645.805969 -0.495198107 FUMH_HUMAN[100-114] 
PYDRFCPFYKTVGMLSNMI KLIKDDFLQQNGYTPYDRFCPFY 50.17 2927.395248 1.621236491 VATA_HUMAN[513-535] 
PYEGGFFLFVFRCPPDYPI VFRCPPDYPIHPPRV 35.79 1848.945755 1.577655803 UBE2Z_HUMAN[151-165] 
PYIEAGKIQKGRELSLVGP KGRELSLVGPFPGLNM 34.83 1713.923599 3.106906284 CPVL_HUMAN[56-71] 
PYYQSPTDEKSSHLPTEVI KSSHLPTEVIEKPPAVPVSFEFSDA 51.94 2710.385391 2.140654986 MAP1B_HUMAN[1344-1368] 
QATSAFQTQKPLKSTSLSL KGSTTRVNSTANAETQATSAFQTQ 93.11 2498.199722 1.784885316 RB_HUMAN[616-639] 
QEAAERAIEKMNGMLLNDR KGYGFVHFETQEAAERAIE 75.32 2181.049057 1.950896055 PABP1_HUMAN[138-156] 
QEALSIHGVKEAVQLVNTR KEAVQLVNTREEVEDLCRLD 43.9 2415.20636 2.484673815 P5CS_HUMAN[530-549] 
QEDCVATHRICQIVSTRSA RLGLDPTQEDCVATHR 57.89 1866.90065 -0.486367606 HXK2_HUMAN[358-373] 
QEELEAVQNMVSHTERALK KHSSVYPTQEELEAVQN 59.01 1957.93811 1.170619229 ILF3_HUMAN[17-33] 
QEIFDDWARKVQQRNLGVS KLNTQEIFDDWAR 83.43 1634.805252 2.925119059 DYHC1_HUMAN[692-704] 
QETGKEEAGKEEPPPLTPP KEEPPPLTPPARCAAPGGVR 54.14 2099.094574 -1.515415284 TB182_HUMAN[124-143] 
QEVLQAVAEKVKEESQLPG KVKEESQLPGTGGPEDVLQPVQR 40.7 2490.307816 1.669271555 AKA12_HUMAN[1049-1071] 
QGADLSPDEKVLSKPPEGV KVLSKPPEGVVSEVEMLSSQERM 38.02 2558.30838 2.502434832 AKA12_HUMAN[487-509] 
QGNISSDRGKKRTVTAAGA KEINSDQATQGNISSDRG 30.45 1918.898041 -0.385116866 PDS5A_HUMAN[1219-1236] 
QHAVGIVVNKQVKGKILAK KTGRVYNVTQHAVGIVVN 47.01 1954.07486 -1.155534031 RL21_HUMAN[60-77] 
QLGPGRFQMTQEVVCDECP MRTTQLGPGRFQM 31.56 1521.75444 2.197463607 DJB11_HUMAN[175-187] 
QLLWERATEKVACCPLERC KDELKPAVTQLLWERATE 78.36 2126.137131 2.950421169 CND1_HUMAN[745-762] 
QLVLYENALKLEDGDIEEA KLEDGDIEEAPGAGGRRE 51.89 1897.912949 1.303010236 FHOD1_HUMAN[335-352] 
QPAGHVRSQSIVSSVFSEA KSGSSSSSIPESQSNHSNQSDSGVSDTQPAGHVRSQ 58.73 3655.633087 -2.56234687 RAPH1_HUMAN[587-622] 
QPSQGPSTPKGERASSPCH RRGSLPDTQPSQGPSTP 31.78 1779.886383 0.510706756 KI18B_HUMAN[671-687] 
QPTVINNLKKGAVEDVISR KGAVEDVISRNEIQGRSAEEAY 44.59 2420.19313 5.781356796 NKRF_HUMAN[524-545] 
QQDVELHVQKIYVISLAEP KIGSCTQQDVELHVQ 57.64 1740.846497 -0.40382653 SYDC_HUMAN[126-140] 
QRDAGSRDEKAEAGEAGQA KAEAGEAGQATAEAECH 35.89 1728.737289 -0.402605997 ASML_HUMAN[259-275] 
QSGFSINSQVFAADGASTE VFAADGASTETSASGTSQGEASTPEESRDGKKD 37.05 3272.455276 -0.823846248 HUWE1_HUMAN[2013-2045] 
QTKFLPNAPKALIVEPSRE KALIVEPSRELAEQTLNNIKQF 61.47 2540.396179 3.059365332 DDX1_HUMAN[288-309] 
QTLRPGVKLTLSALVDGKS KVNNSSLIGVGYTQTLRPGVKL 60.64 2343.327423 2.781941583 VDAC2_HUMAN[247-268] 
QTQQQMNQLKNTNTINNGT KNTNTINNGTQQQAQSMTTTIKPGDDWK 100.1 3119.494186 3.473319504 DDX6_HUMAN[46-73] 
QVLINCRNNKKLLGRVKAF SVKNNTQVLINCRNN 62.58 1772.895142 -0.885557167 SMD2_HUMAN[35-49] 
QVLLGQAEDKAEVDMDTDA KAEVDMDTDAPQVSHKPGGEP 31.9 2207.016464 -1.727218651 DYHC1_HUMAN[933-953] 
QVRWLQETSKDSSGTKPAN KGYGPATQVRWLQETS 43.17 1819.921692 0.824211287 HCFC1_HUMAN[1989-2004] 
RDDLFNTNATIVATLTAAC KPGMTRDDLFNTNA 48.13 1578.746033 1.799529462 MDHM_HUMAN[105-118] 
RELAQQIQKVVMALGDYMG KATQALVLAPTRELAQQIQK 62.25 2206.279709 1.814366503 IF4A1_HUMAN[99-118] 
RETKLINDCHGSVSEASSE TNLTRETKLINDC 30.98 1576.787888 5.762347662 LRBA_HUMAN[1216-1228] 
RFEDSPSYVKWGKLRDYQV KATNVCTRFEDSPSYV 54.94 1872.867615 1.060939911 SMCA5_HUMAN[160-175] 
RGFGHPSLVKALSYLYEKL KIAAIDSLNQYTRGFGHPSLV 56.89 2286.212051 2.971290435 KAT3_HUMAN[87-107] 
RGRMITETEKFSGVAGEAP KFSGVAGEAPSNPSVPVAVSSGPGRGDADSHASM 51.1 3224.515671 4.193187871 FHOD1_HUMAN[1020-1053] 
RHEMLPEFYKTVSPALISR KCLDAVVSTRHEMLPEFY 64.33 2194.055084 3.646216569 CAND1_HUMAN[355-372] 
RISIQCRSCRNTLTNIAMR RNTLTNIAMRPGLEGYALPR 56.12 2242.200409 0.482561682 MCM5_HUMAN[176-195] 
RISNIFVIGNGNKPWISLP KDANGNSFATRISNIFVIG 40.38 2023.048676 -0.061293631 RS4Y2_HUMAN[211-229] 
RLECLLNNNKNSDFCAPLT RVGETETRLECLLNNN 36.08 1916.937393 2.461739239 WDR68_HUMAN[99-114] 
RLELEENQMKRFHWEQDQI KTRLELEENQM 40.7 1389.692169 0.133123007 ABCF2_HUMAN[315-325] 
RLERELESLRIQQRQGNCQ RIQQRQGNCQPTNVSEYNAAALMELLRE 51.29 3288.609116 3.127461987 AMOT_HUMAN[639-666] 
RLFLDGEEEKEWAFEESKI KETRLFLDGEEE 42.71 1464.70961 1.552526169 ADPPT_HUMAN[214-225] 
RLGNDFHTNKRVCEEIAII KRVCEEIAIIPSK 42.01 1541.859909 -1.087647451 RS17_HUMAN[32-44] 
RLPKGAVLYKTFVHVVPAK KTFVHVVPAKPEGTF 31.47 1655.903549 -1.265774206 RM27_HUMAN[128-142] 
RLTAIDILTTCAADIQRQR KQTRLTAIDILT 34.19 1371.808548 0.106428845 U520_HUMAN[1567-1578] 
RQQQPSASQSCISILVCTG KATHDGAPELGAGGTRQQQPSASQ 37.07 2391.15271 -2.08560498 CECR5_HUMAN[331-354] 
RSAQAFTHLKAKGEIPEVA KCLQDNNWDYTRSAQAFTHL 68.32 2467.133881 1.286107748 NXF1_HUMAN[587-606] 
RSEIQDVNYSLEAVKVKTV KEVLTRSEIQDVNY 40.51 1692.86824 0.804551688 TRIM4_HUMAN[269-282] 
RSFDFEIETKQGTQYTFSS KQGTQYTFSSIEREEYG 56.36 2021.933029 1.955059808 SSRP1_HUMAN[396-412] 
RSIGPRESAKEYRQRSLLE AAMLGEEHTRSIGPRESA 30.26 1910.926819 -0.43853066 P3H1_HUMAN[345-362] 
RSPHIETYLKKEKPWKHLI KVIDSSDVVVQVLDARDPMGTRSPHIETYL 51.27 3339.713303 5.329798814 NOG2_HUMAN[212-241] 
RTFIVGAQMNVKEFKEHIA KTLDSQTRTFIVGAQM 38.02 1794.929825 1.403397484 BAT3_HUMAN[22-37] 
RTSQETADVKASVLLGSRG KASVLLGSRGLDISHISQ 58.75 1880.047943 0.973911334 NUP93_HUMAN[59-76] 
RTSQMQELHKSLRSLNNFC KEIPETTRTSQMQELH 57.55 1926.946899 0.998989646 PRP4_HUMAN[200-215] 
RVIVEMIHFKDLLLHEPYV KDLLLHEPYVDLVNLLLTCGEEVKEAITH 34.42 3360.763901 4.781948531 STC2_HUMAN[163-191] 
RVKLPSGSKKVISSANRAV KVISSANRAVVGVVAGGGRID 74.43 2024.149078 1.804708971 RL8_HUMAN[156-176] 
RVVKLRKMPRYYPTEDVPR RYYPTEDVPR 44.06 1294.630585 -1.601228971 RL6_HUMAN[114-123] 
RWDYLTQVEKECKEKEKPS KVENTRWDYLTQVE 47.96 1779.87915 2.317011242 CYBP_HUMAN[157-170] 
RYQGVNLYVKNLDDGIDDE KNLDDGIDDERLR 65.26 1557.774673 2.470190373 PABP1_HUMAN[299-311] 
RYSVDIPLDKTVVNKDVFR NHLMPTRYSVDIPLD 49.64 1769.877045 1.931772611 RL27_HUMAN[78-92] 
SAIEGTKSAKPTKPAASDL KPTKPAASDLPVPAEGVRNI 86.55 2059.142563 -0.777508089 CALD1_HUMAN[693-712] 
SAKTPSEGGKLQSTFVFEE KLQSTFVFEEIGRRL 30.25 1822.010101 -1.179466568 DHB4_HUMAN[621-635] 
SALTKKITLKTPLVSSPMD KTPLVSSPMDTVTEAGMAIAMALTGGIGFIHHNCTPEFQANEVR 93.64 4698.270279 5.389430258 IMDH2_HUMAN[62-105] 
SAVEGINRMTRALMDSLGP TRALMDSLGPEWRL 32.19 1643.845337 2.729575526 TOM34_HUMAN[129-142] 
SDDVKEQIYKLAKKGLTPS KLTSDDVKEQIY 41.65 1437.735107 3.4616947 RS13_HUMAN[27-38] 
SDGRPAWMRTLHTTASNWL TLHTTASNWLHLIPQTLSHL 56.27 2282.217148 7.37703685 DYHC1_HUMAN[4379-4398] 
SEQRQQRLQKERLMNDFSA KERLMNDFSAALNNFQAVQ 54.52 2195.0793 4.070012414 STX12_HUMAN[103-121] 
SFERDSIFSNLTGQLDYQG KALTSFERDSIFS 36.25 1499.761993 1.752944809 ECHA_HUMAN[415-427] 
SFVNFTDICKLLHRQPKHL KKTSFVNFTDIC 56.28 1458.717712 1.194199526 IF2BL_HUMAN[209-220] 
SGDSSKGEDKQDRNKEKKE KRVTLLTPAGATGSGGGTSGDSSKGED 88.7 2505.230713 2.905919987 REN3B_HUMAN[12-38] 
SGHFRRILISLATGHREEG SLATGHREEGGENLDQARED 45.27 2182.983887 -2.087051594 ANXA6_HUMAN[503-522] 
SGSSNTDTGKVTGTLETKY KVTGTLETKY 51.34 1138.623383 0.220441635 VDAC2_HUMAN[64-73] 
SGVVSGSLGSREINYILRV KVVRSAATSGAGSTTSGVVSGSLG 55.51 2135.118256 1.567594671 HUWE1_HUMAN[1840-1863] 
SHFRTGEEDKKINEELESQ KKINEELESQYQQSMDS 58.56 2055.941849 2.443162487 SMAP_HUMAN[74-90] 
SHHLGQNFSKMFEIVFEDP KFAGGDYTTTIEAFISASGRAIQGGTSHHLGQNFS 78.43 3625.75499 3.646688769 SYEP_HUMAN[1215-1249] 
SHVAISPSHRLLHGHSSLK KLTAYTATPEAIYGTSHVAISPSH 36.31 2514.275436 1.132334174 SYLM_HUMAN[295-318] 
SIFFESMPYKLNPKTGLID KRISATSIFFESMPY 35.41 1775.891617 1.556964385 GLYM_HUMAN[181-195] 
SIQRGCGSGKLVFFERRTF KLIVTGTSIQRGCGSG 34.12 1632.861755 1.621080286 WDR70_HUMAN[436-451] 
SKTGKHGHAKVHLVGIDIF KVHLVGIDIFTG 58.34 1297.739441 0.871515471 IF5A1_HUMAN[55-66] 
SLDQYVERMKEKQDKIYFM FQSSHHPTDITSLDQYVERM 77.49 2390.096115 3.442957774 ENPL_HUMAN[512-531] 
SLNNMQRQLALEVIVTLSE KLCGDTSLNNMQRQL 38.1 1776.861069 2.078384216 IPO5_HUMAN[264-278] 
SLNVKYNNDKSRDYTRPDL KLTSLNVKYNND 32.99 1407.735764 0.524956472 PTBP1_HUMAN[259-270] 
SLPSQNPILKNITDYLIEE KLIHTLDDRTQLWASEPGTPPLPTSLPSQNPIL 51.94 3634.935883 4.145327589 ARS2_HUMAN[526-558] 
SLSEYVSRMKETQKSIYYI SELLRYHTSQSGDEMTSLSEYVSRM 68.48 2905.322189 4.592261764 HS90B_HUMAN[452-476] 
SNGATVSSTKRHKSLFQCA KRPVSGVGDAPGTSNGATVSST 54.76 2044.018539 -1.323862748 ZN592_HUMAN[1096-1117] 
SNIIPPRHQKPAGAPATKK KTVSSPPTSPRPGSAATVSASTSNIIPPRHQ 41.99 3127.637421 -2.426432153 SRP72_HUMAN[617-647] 
SNTQELGKDKWLCPLSGKK KFVTSNTQELGKD 42.74 1465.741272 -0.108477535 ARS2_HUMAN[699-711] 
SPFHPATHWKQALLYLNEP KPLVLSTSPFHPATHW 35.61 1816.962448 1.729810103 ANM6_HUMAN[303-318] 
SPSGKPATLKICSWNVDGL KICSWNVDGLRAWI 63.7 1716.876984 2.881977012 APEX1_HUMAN[63-76] 
SPSSAEATGKLAVDTFPAR ARRQDSDLVQCGVTSPSSAEATG 96.47 2391.108475 2.018310775 CBX8_HUMAN[251-273] 
SPVGEIGEEKILPTSETKQ KEMEHNTVCAAGTSPVGEIGEE 76.23 2344.031113 2.773000735 SON_HUMAN[1543-1564] 
SPVVREEMEKVLAGETLSV KEPPLSLTIHLTSPVVREEME 71.6 2404.267166 3.76330889 ILF3_HUMAN[161-181] 
SQATSGANSKLGIMAPPKP KLGIMAPPKPINRPFL 32.14 1791.05928 2.351680956 BLM_HUMAN[1395-1410] 
SQNQFSEHDKTLYRIPEPQ KPSGAPIIGPKPTSQNQFSEHD 41.1 2334.160416 0.9151042 ZO1_HUMAN[1299-1320] 
SQSRPPVQDQLSQSERYLY QLSQSERYLYGSLATL 30.63 1827.936646 -7.371152621 S39A4_HUMAN[320-335] 
SRLAHPNKPKDHVFLCEGE KDHVFLCEGEEP 60.87 1458.644928 1.716661781 HN1L_HUMAN[112-123] 
SRWNNRQVALWDQDNLSVP KLMSTGTSRWNNRQVA 30.46 1847.942429 8.812503974 COR2A_HUMAN[236-251] 
SSKITELQLKLESALTELE KLESALTELEQLR 109.86 1528.846024 2.250063084 TPR_HUMAN[582-594] 
SSQSYEQNIKQIGTFASVE KQIGTFASVEQFWR 30.65 1695.873291 1.639863081 IF4E2_HUMAN[83-96] 
SSQTNAVHAKTHGLLTPGG KTHGLLTPGGPI 33.61 1189.681915 3.199174462 C27C1_HUMAN[353-364] 
SSSRAVVVKKIETRDGKLV SLGSSFGSGAGSSSFSRTSSSRAVVVK 35.38 2591.293976 1.033074605 K2C8_HUMAN[438-464] 
SSVTHTEHYKTLIEAGLPQ KEEEEPMDTSSVTHTEHY 74.12 2147.895325 -2.00754662 HNRPR_HUMAN[13-30] 
STYCYETAEKITRTPQAST KTTRTPDTSTYCYETAE 40.83 2022.884048 -0.843350365 MAP1B_HUMAN[2030-2046] 
SWTPPRYVLSMSEERHERV KGITYDDPIKTSWTPPRYVL 37.09 2349.236877 1.487717154 DDX41_HUMAN[134-153] 
TCNDIKDIYKRMAGTAFDF KRMAGTAFDFENM 37.07 1516.680252 1.865917352 GDIA_HUMAN[422-434] 
TDDWKDFLYSYFKDKVDVL KSITTDDWKDFLY 55.81 1630.787888 2.725063163 LKHA4_HUMAN[418-430] 
TDHIDTEKLKAREQIKFFE KVVPTTDHIDTEKL 67.07 1594.856644 1.008241089 TIPRL_HUMAN[128-141] 
TEMNSDHHSKGSEQTTGAE KEIIDTANTTEMNSDHHS 46.35 2041.901077 0.928056712 CLSPN_HUMAN[345-362] 
TFEIEISRMKDQGPDKENS KDQGPDKENSGAIEASV 55.58 1743.827499 1.745012051 VIR_HUMAN[367-383] 
TGGIDDMCLKYFVEAGAMA KYFVEAGAMAVR 67.86 1340.691071 2.596422155 TCPA_HUMAN[298-309] 
TGVAFGHHAKFIASTGMDR KFIASTGMDRSL 61.83 1324.680908 4.126276726 PRP19_HUMAN[488-499] 
THGWYGWVKKELEKIPGFQ KAVIVPGNGGGDVTTHGWYGWVK 39.92 2397.223007 1.515920709 RBBP9_HUMAN[6-28] 
TIGKDLDFEKAKPRMDQYF RLLTTIGKDLDFE 48.03 1519.8246 2.141036538 IF4G1_HUMAN[938-950] 
TIKPGDDWKKTLKLPPKDL KNTNTINNGTQQQAQSMTTTIKPGDDWK 100.1 3119.494186 3.473319504 DDX6_HUMAN[46-73] 
TISLQMGTNKGASQAGMLA KGASQAGMLAPGTRRDIYDQ 49.11 2134.058914 -2.237051643 CNN3_HUMAN[212-231] 
TKAAVIGLTKSVAADFIQQ KSVAADFIQQGIRC 92.5 1591.814056 2.612114138 BDH2_HUMAN[159-172] 
TKPMGLLSRVMNTGSQFVM KMASAPASYGSTTTKPMGLLSR 109.92 2254.144943 2.670192092 SCFD1_HUMAN[501-522] 
TKTQRIASHSHVKGLGLDE SHVKGLGLDESGLA 36.05 1381.720139 2.507743719 RUVB1_HUMAN[19-32] 
TKVTGSLETKYRWTEYGLT KYRWTEYGLTFTE 54.25 1692.814758 3.33527338 VDAC1_HUMAN[61-73] 
TNRQTITLTKFIQTTASTR KFIQTTASTRPSVSAPTVRN 30.94 2160.165115 -0.251832601 SBNO1_HUMAN[122-141] 
TPELEIVLQKVHELQGNAP KVHELQGNAPSDPDAVSAEEAL 88.5 2276.092041 2.614569136 ELP1_HUMAN[857-878] 
TQKFRKLLSKEPSPPIDEV KEPSPPIDEVINTPRVVDRFVEFL 44.68 2795.485779 3.084258223 IMA7_HUMAN[110-133] 
TQQMIANSLKDNTTLLTQV KQLHEQAMQFGQLLTHLDTTQQMIANSL 38.66 3223.611786 7.853613177 DCTN2_HUMAN[337-364] 
TRAMAQTAIKAMHQAQTME KAMHQAQTMEGCSSPMVV 69.53 1990.873306 2.122686555 CELF1_HUMAN[166-183] 
TRRTETTVKKVVKTVTTRT SVVSVETSDDGTTRRTETTVK 52.99 2267.12413 -1.600265266 CTND1_HUMAN[122-142] 
TSEDSLVLYNRVAVQGDVV KERPTPSLNNNCTTSEDSLVLY 59.21 2537.206757 0.932127425 SYEP_HUMAN[733-754] 
TSISSPQPGKLRSPFLQKQ KERAMSTTSISSPQPG 59.34 1675.819916 -0.652814774 DBNL_HUMAN[264-279] 
TSLNQAALYRLSGDWNPLH KVKVAVAIPNRPPDAVLTDTTSLNQAALY 60.53 3064.692062 3.576215743 DHB4_HUMAN[477-505] 
TSSTPRISSKTGSIPLKTP KGNPDSVSNTPEMEQRETTSSTPRISS 59.88 2934.362488 3.501271585 NVL_HUMAN[129-155] 
TTRRFVGHTKDVLSVAFSS KDVLSVAFSSDNRQIVSGSRD 107.34 2279.150589 1.580852102 GBLP_HUMAN[106-126] 
TTVHDDKGTKRSITVTQDE KGCFQAEIVPVTTTVHDDKGT 63.7 2302.126389 1.878697895 THIK_HUMAN[216-236] 
TVFVGNISEKASDMLIRQL KASDMLIRQLLA 32.38 1357.775116 3.511627179 RBM25_HUMAN[38-49] 
TVHAITATQKTVDGPSGKL KVIHDNFGIVEGLMTTVHAITATQ 107.3 2594.352676 3.953201928 G3P_HUMAN[162-185] 
TVRTTEINFKVGEEFEEQT KVGEEFEEQTVDGRPC 93.65 1878.841797 6.549247531 RABP2_HUMAN[67-82] 
TVRTTEINFKVGEGFEEET KTSTTVRTTEINF 47.24 1496.783478 3.877648361 RABP1_HUMAN[54-66] 
VALWDLRNLKLKLHSFESH KTVALWDLRNL 75.43 1327.7612 4.23570142 RBBP4_HUMAN[296-306] 
VAQNQVLNLIKACPRPEGL IKACPRPEGLNFQDL 33.97 1756.893021 1.190169222 RFA2_HUMAN[216-230] 
VCQALAKDPKLQQGYNAMG KLQQGYNAMGFSQGGQFLR 81.4 2129.047638 2.439588437 PPT1_HUMAN[104-122] 
VDAPVAPSDKGMDHFLYGL KGMDHFLYGLSDEM 37.45 1641.716705 2.787935328 PREP_HUMAN[972-985] 
VDDPYATFVKMLPDKDCRY KKNIILEEGKEILVGDVGQTVDDPYATFV 79.81 3189.680908 5.287362745 COF1_HUMAN[44-72] 
VDGPSGKLWRDGRGALQNI RDGRGALQNIIPASTGAA 54.21 1766.938721 -1.923100082 G3P_HUMAN[197-214] 
VEPEKPTREKKFLDDIKKL KNMTVEQLLTGSPTSPTVEPEKPTRE 108.78 2868.453873 2.108452939 UBE2O_HUMAN[825-850] 
VEVLQKEGLKVTDAIVLLD KVTDAIVLLDREQGGKD 71.89 1856.000336 1.841594494 PYR5_HUMAN[145-161] 
VGKFEEAVEKFRSILLSVP KFRSILLSVPLLVVDN 32.45 1812.087296 3.816593171 COPA_HUMAN[1028-1043] 
VGSICDLNLKIPEINSSDM KIPEINSSDMSAHVTSPSGRVTEAEIVPMG 36.35 3138.532532 6.560390816 FLNB_HUMAN[2120-2149] 
VGYPCVVRPSYVLSGAAMN RELSDLESARQFCQTVGYPCVVRP 32.36 2866.385437 2.712475405 PYR1_HUMAN[1066-1089] 
VHHLPLSTEKVVQETVLVE KTESSGIETEPTVHHLPLSTE 44.78 2291.128113 0.832777525 E41L3_HUMAN[829-849] 
VHQLSKTSRALVADSHPES ALVADSHPESERISMRQS 35.28 2011.974503 0.848917319 SPTB2_HUMAN[1657-1674] 
VHQSYPHHATQLHAHQPQP TQLHAHQPQPATTPTGSQPQSQHAAPSPVQH 54.28 3263.582062 -0.92597641 ATX2L_HUMAN[866-896] 
VIRDVEQQFKYTQPNICRN KYTQPNICRNPVCA 34.53 1719.818481 1.687968836 MCM6_HUMAN[173-186] 
VIRGSQAELKCPVCLLEFE KTVVENLPRTVIRGSQAEL 39.44 2109.190582 2.598153077 RN181_HUMAN[56-74] 
VKIILPEGAKNIEIDSPYE KNIEIDSPYEISRAPDELHY 46.12 2388.159698 1.048506095 RPN1_HUMAN[379-398] 
VLDDSRARGKPMELIIGKK TLHSDDEGTVLDDSRARG 53.59 1942.898071 0.428740968 AIP_HUMAN[40-57] 
VLPHLYNETKVRKELIREV KPSLIRDLLDTVLPHLYNET 41.58 2336.273972 3.467059128 CAND1_HUMAN[1037-1056] 
VMDEIHTVLKKDNVKNEDK KTIRNLSTVMDEIHTVL 37.41 1969.066635 3.401103793 CCAR1_HUMAN[1113-1129] 
VNRLQGENEKLLSQQELVP KDALLETVNRLQGENE 42.36 1827.932617 6.59597618 GCC2_HUMAN[429-444] 
VPCRYKASQRLISQDIHSN RLISQDIHSNTYNY 46.47 1722.83252 2.678147728 NMD3_HUMAN[225-238] 
VQELNFRSNKNVWGYFSVA RITSENPDEGFKPSSGTVQELNFRSN 69.94 2908.395111 1.485355268 ACACA_HUMAN[509-534] 
VQPDDPISFMQLTAKNEMN KRNVTVQPDDPISF 44.5 1614.836578 1.025490766 COPB_HUMAN[660-673] 
VQQRGAAVIKARKLSSAMS KGEFVTTVQQRGAAVI 49.78 1702.93663 3.07351425 MDHC_HUMAN[220-235] 
VREAEAASIKIRTDAGFTL KETVREAEAASI 47.18 1302.677902 -0.804496644 VINC_HUMAN[1103-1114] 
VRHQAVTRKKDNRFAVALD KDNRFAVALDSEQNNIHV 35.88 2069.028992 4.558660143 SPT5H_HUMAN[579-596] 
VRLKSTPRPKFSVCVLGDQ KFSVCVLGDQQHCDEA 56.93 1891.819305 1.874914793 RL10A_HUMAN[62-77] 
VRSFLKRSKLGRYNEEERA LGRYNEEERAQQEAEAAQ 33.39 2090.961655 1.242012255 TBCB_HUMAN[130-147] 
VSLEMLDAAKNKMRVKISY KKEDEIPETVSLEMLDAA 36.52 2016.992493 5.949947777 F162A_HUMAN[78-95] 
VSLGAGAKDELHIVEAEAM RTVSLGAGAKD 42.3 1073.582916 -0.849491908 NPM_HUMAN[45-55] 
VSLQQFIYEKLKAQQEMLG KDPVHTVSLQQFIYE 50.89 1802.920303 2.345638902 IPO11_HUMAN[925-939] 
VTIVVRGSNKLVIEEAERS KITGCASPGKTVTIVVRGSN 76.35 2044.109924 2.524326084 TCPD_HUMAN[375-394] 
VTSSQSTPAKAPRAKCNPS KESRPGLVTVTSSQSTPA 60.33 1843.963959 2.648099479 DTL_HUMAN[414-431] 
VVCTLLWLYKQVLEPSFRQ KQVLEPSFRQAFPNTNRWFL 30.92 2477.296783 2.09098887 EF1G_HUMAN[173-192] 
VVTGIEMFHKSLERAEAGD KSLERAEAGDNLGALVRGL 65.04 1968.075195 3.082199306 EFTU_HUMAN[311-329] 
WEEFSRAAEKLYLADPMKA KLYLADPMKARVVL 40.65 1615.948334 0.60521737 SRP09_HUMAN[16-29] 
WEPPSVTSGKIIEYSVYLA KSPDGAHLTWEPPSVTSG 45.82 1864.895554 2.777635449 HCFC1_HUMAN[1901-1918] 
WGRRSPLAAARTESGCDAE ARTESGCDAEGRASPAEGSAGSPGSPTCCRC 43.13 3197.297897 -1.788072361 KLRG2_HUMAN[191-221] 
WLDSAKEIKKQVRGVPWNF KQVRGVPWNFTFNV 34.97 1690.894379 3.023843514 41_HUMAN[273-286] 
WYHEGPNSLKVARLWIANY KEEYQQTWYHEGPNSL 49.57 2007.89624 3.93645839 PRP4_HUMAN[159-174] 
YDLPTPPGEKKDVSGPMPD KRDPGVITYDLPTPPGE 57.88 1853.952332 2.719595274 SYVC_HUMAN[272-288] 
YEEDSELLLQIRNDVLDSL KGRDPSSDTYEEDSELLL 53.73 2052.94873 4.327433935 SAE1_HUMAN[253-270] 
YHGDSDLQLERINVYYNEA KFWEVISDEHGIDPTGTYHGDSDLQL 34.76 2958.367203 4.231726199 TBB2C_HUMAN[19-44] 
YKNSEELRSRIVSGIITPI RIVSGIITPIHEQWE 38.34 1776.952255 1.984859182 PSMF1_HUMAN[133-147] 
YLDGYDRDDKEAPDSDAEG KLLPQLTYLDGYDRDD 35.49 1923.957794 2.754218422 AN32A_HUMAN[137-152] 
YQIPNTQKAKGVVLSGAES KGVVLSGAESLLEHSR 93.14 1680.915863 2.908533442 K1671_HUMAN[1041-1056] 
YRTSPDTLRRVFEKYGRVG KVDNLTYRTSPDTLR 42.48 1777.932251 3.100230617 SFRS2_HUMAN[17-31] 
AADALGEEWKGYVVRISGG KGYVVRISGGND 55.77 1263.65715 0.137695577 RS6_HUMAN[46-57] 
AADLSHIETKAAVKGYLGP RLTLYDIAHTPGVAADLSHIET 80.68 2392.238663 2.532774047 MDHM_HUMAN[52-73] 
AAGLVSPSLKSDTSSKEIE KLNHVAAGLVSPSL 63.37 1404.808884 2.639504948 SFR11_HUMAN[197-210] 
AALPGIVHRSIGLPDVHSG KQIGNVAALPGIVHR 75.48 1571.92598 1.796522251 CV028_HUMAN[67-81] 
AAPKHWMLDKLTGVFAPRP KLTGVFAPRPSTGPH 72.18 1563.852173 -2.206730316 RS4X_HUMAN[22-36] 
AASEFFRSGKYDLDFKSPD KVVIGMDVAASEFFRSG 82.36 1811.924011 4.868305705 ENOA_HUMAN[239-255] 
ADMALHYANKYNIMLVRLN KAIADTGANVVVTGGKVADMALHYAN 78.71 2585.327164 3.240595665 TCPQ_HUMAN[281-306] 
ADRLGLELGKVVTKKFSNQ SGSSHQDLSQRVADRLGLELG 46.81 2224.119614 1.695052719 PRPS2_HUMAN[8-28] 
ADTPENLRLKQQSELQSQV KQQSELQSQVRY 51.09 1492.763382 1.145526492 LASP1_HUMAN[75-86] 
ADTRGLFGQLFCDFGEEMI KLVVADTRGLFGQ 43.5 1402.793259 2.033799337 UBA1_HUMAN[185-197] 
ADVVVSRWLRVTVAGGVHI KAQVADVVVSRWL 49.62 1469.835449 0.894657971 FAS_HUMAN[1072-1084] 
AEGDLIEHFSQFGTVEKAE KLFVGGLKGDVAEGDLIEHF 75.04 2143.131363 5.276858057 ROA0_HUMAN[99-118] 
AELSATQCCKNTKRVAQHK MCARDGQVRVAELSATQCC 54.3 2210.965317 1.753080417 WD42A_HUMAN[255-273] 
AFPLQYTPRKFVIHPESNN KFVIHPESNNLIIIETDHNAYTEAT 36.34 2868.429352 3.570246551 SF3B3_HUMAN[787-811] 
AFQDLPTRHKIRELTSSRI KDFYVAFQDLPTRH 64.58 1735.86821 1.366463183 MCM6_HUMAN[108-121] 
AGIVAARHCKTNIVTASVD KLMDEVAGIVAARHC 94.15 1668.843964 1.976218311 BACH_HUMAN[252-266] 
AGQKLIYAGKILSDDVPIR KILSDDVPIRDYRIDE 31.38 1946.01088 3.429580003 RD23A_HUMAN[53-68] 
AGRVSAGSSKASSLPGSLQ KWSTANPSTVAGRVSAGSS 76.37 1861.928238 3.058120009 CLAP2_HUMAN[338-356] 
AGSEGAQYRKKQLAKQLPA KQPVAGSEGAQYR 38.43 1389.700058 -0.918903322 TES_HUMAN[134-146] 
AGTNYFIKVHVGDEDFVHL HVGDEDFVHL 42.7 1166.53566 3.209503257 CYTB_HUMAN[58-67] 
AHAVEQQMQKLLEETQLDM RQEQVTAAVAHAVEQQMQ 86.14 2022.990509 2.023242315 CHERP_HUMAN[127-144] 
AHFLEKQGFKQQALTVSTD KQQALTVSTDPEHRFELAL 59.74 2182.138214 3.495653919 COPB2_HUMAN[631-649] 
AIIARTDLKKNRDYPLASK KLPIVNEDDELVAIIARTDLK 69.65 2364.326385 5.628241551 IMDH2_HUMAN[208-228] 
AIQLNDTHPALAIPELMRI KFGSTRGAGTVFDAFPDQVAIQLNDTHP 58.37 2988.473022 4.560523016 PYGL_HUMAN[316-343] 
AIVSKSFEGKTDRTEEWYG KTDRTEEWYGTQY 39.38 1675.747803 3.406837228 IDE_HUMAN[488-500] 
AKHVAEDLGKVFGERFGGG KVFGERFGGGNPELLT 39.93 1719.894424 -0.732603108 ECHA_HUMAN[605-620] 
AKIQTPPPKKEPPKEETAQ KEPPKEETAQLTGPEAGR 36.58 1936.985382 -1.894180531 BAT2_HUMAN[883-900] 
ALALIFAIQKCDPAPFYLF KCDPAPFYLFDEIDQALDAQHR 70.6 2648.232925 4.288520052 SMC3_HUMAN[1133-1154] 
ALCVLKGGYKFFADLLDYI KFFADLLDYIKA 40.31 1442.78093 3.161949195 HPRT_HUMAN[73-84] 
ALIGFPSVGKSTFLSLMTS KSGDARVALIGFPSVG 31.08 1572.862396 2.019248478 DRG2_HUMAN[59-74] 
ALLFGGVDEKGPQLFHMDP KGPQLFHMDPSGTFVQCD 50.21 2062.924118 4.045713522 PSA5_HUMAN[149-166] 
ALPQLKQPGKSISNWEVME KSISNWEVMERL 46.08 1490.755112 2.778457687 SF17A_HUMAN[44-55] 
ALSSSLSNAKDVAHWLGCS KDVAHWLGCSATSTFNFHP 77.55 2174.000381 2.190431999 U520_HUMAN[1498-1516] 
AMASNQAVRIVKEPTSHDN KAPGTNVAMASNQAVR 77.4 1613.83075 0.014251804 RBP2_HUMAN[1306-1321] 
AMEKAMKRDKIIVNDRQLA KIIVNDRQLACA 76.15 1399.760544 1.86317582 CV028_HUMAN[285-296] 
APAKDVTLLKETERASPIK KETERASPIKMDLAPS 40.2 1771.913788 1.515875105 MAP4_HUMAN[352-367] 
APDVQIEDGKGTILISSEE KGTILISSEEGETEANNHK 65.81 2056.007233 1.06468497 SAE2_HUMAN[486-504] 
APEEHPVLLTEATLNPKAN HTFYNELRVAPEEHPVLL 55.68 2163.111267 4.247123179 A26CB_HUMAN[788-805] 
APITTGYTVKISNYGWDQS KKAELLDNEKPAAVVAPITTGYTV 91.49 2527.389725 0.877980937 CYBP_HUMAN[50-73] 
APMPPAQDHKRLLEGDGGP KRLLEGDGGPNTGGMGAYCPAPQVSNDLLL 68.29 3099.511749 4.369075228 PUR2_HUMAN[219-248] 
APQMFGYAGKEHMEKYGTK KYGLSAHPVAPQMFGYAG 41.46 1892.924332 4.36467526 NLTP_HUMAN[150-167] 
APTNPRFGGKELRDEEQTA KELRDEEQTAESIKN 43.3 1788.885315 1.500934676 MCM6_HUMAN[313-327] 
AQGTQVTGRKADVIKAAHL KADVIKAAHLCAEAAL 34.77 1679.902832 -0.160723582 PA2G4_HUMAN[139-154] 
AQMSVGQRAKLTISPDYAY KQEVIRGWEEGVAQMSVGQRA 78.32 2357.190994 1.3231851 FKB1A_HUMAN[53-73] 
AQNQVLNLIKACPRPEGLN KACPRPEGLNFQDL 41.13 1643.80896 1.468540481 RFA2_HUMAN[217-230] 
AQTIPQMLAMMVDLEEDED KHTNIVAQTIPQMLA 46.45 1663.907944 2.192428982 IPO5_HUMAN[296-310] 
ARAEGSPRVKVKNLIESMQ KVKNLIESMQINGSVL 60.88 1771.986572 2.535007923 PUR2_HUMAN[777-792] 
ASCNTQVAEKPVLTAVPGI KPVLTAVPGITRHLT 41.36 1601.961716 -1.187294291 ZC11A_HUMAN[595-609] 
ASGGTAKALRDAGLAVRDV RDAGLAVRDVSELTGFPEMLGGRV 60.56 2544.311859 3.137587074 PUR9_HUMAN[42-65] 
ASKEQQQSAKDSGKDQEEE KDSGKDQEEEEIEDTLMDTEEQEEF 100.88 3002.234589 0.117912172 MDN1_HUMAN[5175-5199] 
ASQLDCNFLKVVSSSIVDK KTLLARAVASQLDCNFL 58.08 1919.029846 3.578891706 PRS10_HUMAN[180-196] 
ASSLTHPRFTLTQSEADAD KVYTDVQQVASSLTHPRF 58.83 2075.080002 0.987431809 TTL12_HUMAN[306-323] 
ASVKKSVSSKGQPSPRAVI KGQPSPRAVIPMSCITNGSGANR 68.95 2397.200516 -1.094610143 EMAL4_HUMAN[69-91] 
ATPGRLLDHMQNTPGFMYK KLGNGINIIVATPGRLLDH 50.4 2000.153076 1.933352025 DDX18_HUMAN[297-315] 
AVFGSDLQEKLGKQKYFLV QRQNRYDGQVAVFGSDLQE 40.49 2209.051208 2.966431913 UBA1_HUMAN[446-464] 
AVGVIKAVDKKAAGAGKVT RQTVAVGVIKAVD 55.59 1354.793259 1.37511756 EF1A1_HUMAN[430-442] 
AVGVIKNVEKKSGGAGKVT MRQTVAVGVIKNVE 48.14 1542.855194 0.557408111 EF1A2_HUMAN[429-442] 
AWKLSGFPKNRVIGSGCNL NRVIGSGCNLDSARF 54.32 1664.805283 4.09717585 LDH6A_HUMAN[156-170] 
CAAYAHELPKYGVKVGLTN KYGVKVGLTNY 48.02 1240.681564 0.723795715 RL5_HUMAN[85-95] 
CAQRDAYQQKLVQLQEKCL QYQEVCAQRDAYQQ 30.13 1785.774033 -3.124695452 FKB15_HUMAN[823-836] 
CARGEIIGVKVLGILAMID KVCARGEIIGV 35.3 1200.664871 0.017490309 IPYR_HUMAN[128-138] 
CDMSSNFLSKPVDVSKFGV KPVDVSKFGVIFAGAQ 41.14 1661.914108 2.601819179 SERC_HUMAN[184-199] 
CFSSPEEATKAVTEMNGRI KAVTEMNGRIVGS 57.72 1360.713272 0.420367767 PABP4_HUMAN[348-360] 
CFVETDGRGKMIPEELEKQ KMIPEELEKQVWQA 30.14 1743.88652 3.24791776 GADL1_HUMAN[227-240] 
CHKGHDCKLKRTSPTAYCD KRTSPTAYCDCWE 34.84 1672.697372 -1.463504422 UBR5_HUMAN[1224-1236] 
CIERATRLVKSQQSAGKEY KVTGCLIVCIERATRLV 40.36 1987.107071 1.997879258 DKC1_HUMAN[127-143] 
CKELTLMTEEETRLRESVV EETRLRESVVQ 37.91 1344.699722 -0.699784483 JAD1A_HUMAN[645-655] 
CKLLASMLAKAGLTHIITM KAGLTHIITMDLHQ 39.3 1576.839539 -0.067857253 KPRA_HUMAN[124-137] 
CMDSEGKAYSLGRAEYGRL SLGRAEYGRLGLGEGAEE 52.49 1862.912216 1.098817208 RCC1_HUMAN[317-334] 
CPVEPQNRSKMNIPFRIGN KLSSIKSQTIYEIIDNSQGFYVCPVEPQNRS 67.1 3599.792969 7.398203238 SERC_HUMAN[269-299] 
CRDLDVVRRIICSAGLSLL KDNMAQEGVILDDVDSSVCRDLDVVRR 37.28 3103.502655 2.351214357 ME11A_HUMAN[166-192] 
CTGSDDGTVKLWDIRKKAA ARRGPQLVCTGSDDGTV 38.12 1787.858475 -0.751737354 WDR57_HUMAN[160-176] 
CTPTFLERRKSQVAELNDD KTVDSQGPTPVCTPTFLERR 48.53 2288.15834 -0.531868787 MK67I_HUMAN[226-245] 
CTTELGRAAKLAPEFAKRN ILFSHPRDFTPVCTTELGRAA 63.94 2387.205612 3.619294441 PRDX6_HUMAN[35-55] 
CVRVYTPVGKAEQGKFALE KDGVCVRVYTPVG 47.77 1448.744614 1.675933754 PSA_HUMAN[261-273] 
DALGNAIDGKGPIGSKTRR KRTGAIVDVPVGEELLGRVVDALGNAIDG 54.05 2932.59819 4.02748663 ATPA_HUMAN[132-160] 
DAVEIETLRKTVEDYFCFC KSTTQANRMSVDAVEIETLR 35.3 2248.148117 0.775749599 GTF2I_HUMAN[94-113] 
DAVKNADGYKLDKQHTFRV KGYIFLEYASPAHAVDAVKNADGY 78.78 2598.275421 4.157757839 EIF3B_HUMAN[230-253] 
DAWEPYKAAKTALNNTLDL KTALNNTLDLSNVREQASRYA 56.8 2363.219284 0.65969333 STRUM_HUMAN[311-331] 
DCDGCTIDWKKGKNVTVKT KSEPDKADPFSFEGPEIVDCDGCTIDW 88.26 3113.327057 0.58329882 NP1L4_HUMAN[228-254] 
DCPDEHWAMKAIETFSGKV KSGYAFVDCPDEHWAM 35.57 1911.792007 3.555303074 IF2B1_HUMAN[36-51] 
DDGLISLQVKQKGADFLVT KQKGADFLVTEVENGGSLGSK 102.56 2163.117157 4.459767687 KPYM_HUMAN[186-206] 
DDIKRVYSLFLDESRSTQY KGTEVQVDDIKRVYSL 40.02 1848.994522 0.233099663 RUVB2_HUMAN[417-432] 
DDPYATFVKMLPDKDCRYA KNIILEEGKEILVGDVGQTVDDPYATFVK 81.2 3189.680908 5.515912252 COF1_HUMAN[45-73] 
DEALRLVQAFQYTDEHGEV FQYTDEHGEVCPAGWKPGSDTIKPNVDDS 36.37 3248.435699 1.839039019 PRDX2_HUMAN[162-190] 
DEIDAAIQRSQQYEQAADA KLVSDTIGQRVDEIDAAIQR 49.57 2226.196793 -0.40921809 MACF1_HUMAN[3695-3714] 
DELKGIMVRNIDLVAQRGE KVMETQAQVDELKGIMVR 59.75 2074.091461 1.495112466 VAMP7_HUMAN[125-142] 
DELRDAVLLLFANKQDLPN KMLLVDELRDAVLL 52.29 1626.937836 3.526871078 ARF4_HUMAN[109-122] 
DEPLSETGFKQAAAAGIFL KEKIIQGQGVDEPLSETGF 38.09 2074.058243 2.685074066 CL005_HUMAN[18-36] 
DEPQMLTNEKLSIFDANES KYGQHPPDAVDEPQMLTNE 33.75 2167.984421 4.188683236 DNMT1_HUMAN[366-384] 
DEQMLNVQNKNSSYFVEWI KNSSYFVEWIPNNVKTAVCDIPPRGL 64.55 3003.527649 5.005114571 TBB2A_HUMAN[336-361] 
DEQVACQEVKVSVAIEDLE KWKSDEVDEQVACQEV 59.71 1948.883652 0.683468199 AKA12_HUMAN[1509-1524] 
DETISWIKEKEQLMASDDF KEQLMASDDFGRDLASVQALLR 42.63 2462.258728 3.725441155 SPTA2_HUMAN[274-295] 
DETLRLVQAFQFTDKHGEV RSVDETLRLVQA 33.08 1385.762665 1.940447717 PRDX1_HUMAN[151-162] 
DGLRAWIKKKGLDWVKEEA KGLDWVKEEAPDILC 60.83 1771.881454 1.646837035 APEX1_HUMAN[79-93] 
DHGSDEVKFRQDLMNIAGT REALLSSAVDHGSDEVKF 98.92 1958.969757 3.397193844 TCPB_HUMAN[138-155] 
DIKELAVETKNFSGAELEG KNFSGAELEGLVRA 82.71 1489.788864 1.837844319 NSF_HUMAN[434-447] 
DIKGMGTVQKGMPHKCYHG KGDIVDIKGMGTVQ 78.05 1459.770477 2.092794757 RL21_HUMAN[36-49] 
DISLTDFIQKYSHLQPGDH KYSHLQPGDHLTDITL 45.12 1836.937012 3.572250958 SYK_HUMAN[111-126] 
DITRTSPAAKSPSAQLMEQ QLSTHTHVVDITRTSPAA 61.84 1933.001755 -0.414381414 DCTN1_HUMAN[1161-1178] 
DKDITLTNDKPATAIGVIG KPATAIGVIGNFTDAERR 58.54 1915.027542 1.629219388 KINH_HUMAN[402-419] 
DKLFESLYTKNYLPLLEPV KNYLPLLEPVKPEPKPLVQE 34.01 2330.324921 2.87513554 RBM27_HUMAN[75-94] 
DLFTSKGLFRAAVPSGAST RAAVPSGASTGIYEALELRDNDKTRYMG 48.61 3040.503586 2.576546871 ENOA_HUMAN[32-59] 
DLRDIKIVKKLGGTIDDCE KVIDPATATSVDLRDIKIVK 48.77 2181.273254 0.73259964 TCPD_HUMAN[193-212] 
DNDENEHQLSLRTVSLGAG KVDNDENEHQL 42.42 1339.600403 -1.239921992 NPM_HUMAN[32-42] 
DNRSYLLDFKSIDDEVVEQ KSIDDEVVEQRSGSSTPQR 34.89 2117.034882 -0.552659765 AAPK2_HUMAN[470-488] 
DPATSNGRIKQLRSGALQI KQLRSGALQIESSEESDQG 60.25 2060.997406 0.881611978 PTPRF_HUMAN[175-193] 
DQGNESIVAKTTVTVPNDG KTRSIGSAVDQGNESIVA 31.18 1830.943542 0.884789707 RGAP1_HUMAN[200-217] 
DQIHIKPGAKVLYLGAASG KLAAAILGGVDQIHIKPGA 71.06 1871.099243 2.073112912 FBRL_HUMAN[143-161] 
DRLAGIINFQRPKDPNNLL KVDRLAGIINF 31.78 1244.724091 3.3348756 PSD12_HUMAN[405-415] 
DRQLPSLACKYPVSSREAT KYPVSSREATQILSVP 30.46 1773.962479 1.867570503 LAP2A_HUMAN[519-534] 
DRVETTRRYRLSFAHPPSA RLSFAHPPSAEVEAIALA 43.07 1877.999908 4.002130122 PUR4_HUMAN[126-143] 
DSMEDEVQRRLQLVRGGQA RVVDSMEDEVQR 67.32 1461.688187 1.434642504 SYFA_HUMAN[127-138] 
DSRAESIDKKISRLDAELV KAPPPSLTDCIGTVDSRAESIDK 53.71 2456.221695 0.996652706 CHMP5_HUMAN[11-33] 
DSTVCTALLNRALNQEQVI NRALNQEQVIAVHIDNGFMR 55.49 2324.180756 1.255065895 GUAA_HUMAN[257-276] 
DTAAVGGVFDVSNADRLGF KRGTGGVDTAAVGGVF 60.45 1490.78418 2.357148705 KCRB_HUMAN[319-334] 
DTAVRHVLLRQGVLGIKVK KFVDGLMIHSGDPVNYYVDTAVRHVLL 81.04 3057.574631 6.679150132 RS3_HUMAN[151-177] 
DTLSKDGFSKSMVNTKPEK KSMVNTKPEKTEEDSEEVREQ 44.82 2492.170013 -2.407941661 CDC37_HUMAN[126-146] 
DTRGAGGQGKLDVTILSPS KDQEFTVDTRGAGGQG 63.37 1664.775452 1.880133442 FLNB_HUMAN[960-975] 
DTWLDDTAKGRQNISPDKI KYEFGESDLRSACDTVDTWLDDTAK 36.87 2921.302536 7.012967588 DYHC1_HUMAN[4204-4228] 
DVHGPDWHLKMPKMKMPKF KVDIDAPDVDVHGPDWHL 98.23 2026.974884 3.043944969 AHNK_HUMAN[730-747] 
DVQPYAFTTKSLFVGHMDY KVTRADVDVQPYAFTT 41.83 1809.926132 1.747032624 NOG1_HUMAN[187-202] 
DVSGTMNRGKFLEMCNDLL KFLEMCNDLLARVEPPLRSVLEQT 44.96 2857.482986 5.81140818 HSP74_HUMAN[305-328] 
DVSKPDLTAALRDVRQQYE ALRDVRQQYESVAA 30.53 1604.827042 2.785346884 VIME_HUMAN[268-281] 
DYKADEWLMKNMDPLNDNV KNMDPLNDNVATLLHQSSDRFVAELW 39.97 3012.476334 7.193085554 MYH10_HUMAN[594-619] 
DYPIYDVLQMVGHANRPLQ MVGHANRPLQDDEGRCVIMCQGS 57.43 2629.161789 0.340032327 U520_HUMAN[1687-1709] 
DYSGLRVQAMQISSEKEED KEVDYSGLRVQA 60.24 1363.709564 2.330408236 CDV3_HUMAN[91-102] 
EAAAEVAATEIKMEEESGA EIKMEEESGAPGVPSGNGAPGPKGEGERPAQNE 32.63 3304.526566 2.507469628 HNRPM_HUMAN[15-47] 
EAEGANKMMKDLEALMFDR KDLEALMFDRSFVG 44.52 1626.807571 3.313852293 PGM1_HUMAN[443-456] 
EAFAQNVLSKADVIQATGD KADVIQATGDAICIFRELQCLTPRG 49.98 2831.442215 6.21132224 SSRP1_HUMAN[188-212] 
EAIVLPMNHKEKFENLGIQ KEKFENLGIQPPKGVLMYGPPGTG 32.56 2556.341019 2.462112822 PRS6A_HUMAN[209-232] 
EAKFINYVKNCFRMTDQEA NCFRMTDQEAIQDLWQWR 53.29 2396.07901 3.744450814 NPM_HUMAN[274-291] 
EAKTKYPGSYLTFEVVSFV YLTFEVVSFVPYDRNLID 32.89 2189.104477 6.151373834 XPP2_HUMAN[585-602] 
EALYRLQGQKEPGDQGPAH KEPGDQGPAHPPGADMSHSL 52.46 2026.916687 -0.080911071 RT02_HUMAN[277-296] 
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EAQLQELQVKFNEGERVRT KKVEAQLQELQV 48.25 1411.803452 -1.048304562 MYH9_HUMAN[1248-1259] 
EAVSFQHFIKTRSLISMDE KTRSLISMDEIN 30.58 1405.72348 0.26605517 TSNAX_HUMAN[138-149] 
ECNYHCYHEKDPDGCYRLV KSFLENMEVECNYHCYHE 86.26 2387.960907 1.585034323 CA163_HUMAN[14-31] 
EDAVSEMTRRAMGGAVPFK KICGVEDAVSEMTR 35.4 1593.749069 1.33207921 SERB_HUMAN[36-49] 
EDLPSAFEEKAIEKVDDLL RSRGPATVEDLPSAFEE 32.03 1859.901337 3.207697033 GIPC1_HUMAN[246-262] 
EEELDRAQERLATALQKLE RIQLVEEELDRAQE 58.46 1726.884933 2.390431419 TPM1_HUMAN[91-104] 
EEEVNIPNRRVLVTGATGL RVLVTGATGLLGRAVH 57.74 1618.96312 0.96481506 MAT2B_HUMAN[30-45] 
EELRRDLRIKSQELEVKNA KSQELEVKNAAAND 38.08 1515.752853 -1.97327684 DYHC1_HUMAN[3225-3238] 
EERVINEEYKIWKKNTPFL KEMFEDTVEERVINEEY 57.52 2158.972824 5.169124815 RBBP7_HUMAN[4-20] 
EESAGLVGLKLPHQPGGKG KGERSVEESAGLVGL 45.36 1529.804916 1.030196716 CG055_HUMAN[86-100] 
EEVTVERNEKQTPSLPEPK KTVEEVTVERNE 78.3 1431.72052 -0.996004444 ZO1_HUMAN[365-376] 
EEYVYEFRDKLCGPYEKFI KNAVEEYVYEFRD 48.67 1660.77327 3.391191382 HS105_HUMAN[635-647] 
EEYVYEMRDKLSGEYEKFV KNAVEEYVYEMRD 73.98 1644.745331 2.82292943 HSP74_HUMAN[618-630] 
EFAAKPPARKALERCGDGA KGFVEFAAKPPAR 75.83 1416.78775 -0.047290076 PSPC1_HUMAN[198-210] 
EFASKPAARKAFERCSEGV KAFERCSEGVFLLTTTPRPVIVEPLEQLDDEDGLPE 57.76 4099.045975 1.08732618 SFPQ_HUMAN[426-461] 
EFSGKPAARKALDRCSEGS KALDRCSEGSFLLTTFPRPVTVEPMDQLDDEEGLPE 60.32 4090.950363 4.169691266 NONO_HUMAN[203-238] 
EGELEEMERKHQQLLEEKN KVEGELEEMER 80.02 1347.633987 -1.435849807 MYH10_HUMAN[870-880] 
EGENGGETKKSKRGRKRKM NTMARHADNCAGPDGVEGENGGETK 45.89 2586.082321 -0.889762859 CTCF_HUMAN[568-592] 
EGLMTTVHAITATQKTVDG KVIHDNFGIVEGLMTTVHA 99.35 2080.07756 5.718056013 G3P_HUMAN[162-180] 
EGQLEFRALLFVPRRAPFD LFVPRRAPFDLFENR 37.12 1876.010773 2.009583343 HS90A_HUMAN[341-355] 
EGVAHIIDPKAISKDHLYG KALERLEGVEGVAHIIDP 46.32 1945.063248 3.869282918 DYHC1_HUMAN[2239-2256] 
EGVVRKVNQKIGSCTQQDV KIGSCTQQDVELHVQ 57.64 1740.846497 -0.40382653 SYDC_HUMAN[126-140] 
EHFMPILMEKEEEGMLSPI KEEEGMLSPILAHGGVRF 65.65 1969.009109 3.292519049 AP1M1_HUMAN[40-57] 
EHNQLEAHPKADFIRESSE KADFIRESSEAQVQ 57.12 1606.795074 2.701028943 BA2D1_HUMAN[859-872] 
EHQVDDAMMANAAQKFPFN KILQEYVEHQVDDAMM 60.45 1947.907013 2.603307019 ASNS_HUMAN[483-498] 
EIIFNERGSKGFGFVTFEN KGFGFVTFENSADADRARE 39.35 2115.997375 0.708412977 FOX1A_HUMAN[156-174] 
EIIGSRQALKVLSGALKLD KEMGIIPSWGGTTRLVEIIGSRQAL 53.67 2711.479233 3.164324438 ECHD1_HUMAN[185-209] 
EIKPEMIGHYLGEFSITYK KTFNQVEIKPEMIGH 39.52 1769.913422 1.452048427 RS15_HUMAN[100-114] 
EKAKQEQRQKIVQAEGEAE KIVQAEGEAEAAK 71.42 1342.709198 -0.986810846 PHB2_HUMAN[224-236] 
EKLLVLDATKRLGCEEMEG KRLGCEEMEGYGPL 38.99 1637.754135 -0.079987586 PDPK1_HUMAN[323-336] 
EKLSSLPFQKIQHSITAQD KIQHSITAQDHQPTPDSCIISMVVGQL 47.58 3002.495392 6.378361163 NTF2_HUMAN[63-89] 
EKNMKDAKDKLESEMEDAY KLESEMEDAYHEHQANLL 69.93 2155.984375 0.156309111 SFPQ_HUMAN[518-535] 
EKRFEGRLTKNMSGSLYEM KNMSGSLYEMVSR 79.35 1500.706451 -0.605714728 SSRP1_HUMAN[304-316] 
ELDNMPLRGKQLRVRFACH TRTLAEIAKVELDNMPLRG 37.59 2126.151733 -0.306657324 NONO_HUMAN[118-136] 
ELSDRETLLNSATTSLNSK KGIEILTDMSRPVELSDRETLL 49.59 2514.336304 3.502713613 TCPD_HUMAN[143-164] 
EMEEERLRMREHVMNEVDT KNEEDDMVEMEEERLRM 68.86 2181.93399 1.504170161 NUCB2_HUMAN[281-297] 
EMLSSQERMKVQGSPLKKL KVLSKPPEGVVSEVEMLSSQERM 38.02 2558.30838 2.502434832 AKA12_HUMAN[487-509] 
EMPLAHKLSSLIILMPHHV SLIILMPHHVEPLERLE 33.09 2025.108078 3.571661226 SERPH_HUMAN[266-282] 
ENGGSLGSKKGVNLPGAAV KQKGADFLVTEVENGGSLGSK 102.56 2163.117157 4.459767687 KPYM_HUMAN[186-206] 
ENLQKTLSEKETEARNLQE KETEARNLQEQTVQLQSELSRL 54.86 2599.356506 1.791597262 TPR_HUMAN[1507-1528] 
ENMVDQLLRNNDLCYWVPE VRVENMVDQLLR 42.99 1470.797668 2.681538111 SYIC_HUMAN[421-432] 
ENNERVFDHKQGTYGGYFR KLGSLVENNERVFDH 62.62 1755.890381 1.374231573 EIF3C_HUMAN[862-876] 
ENNGVLSFIKHVLFPLKSE KKAFCEPGNVENNGVLSFI 57.62 2122.051712 4.553140692 SYYC_HUMAN[246-264] 
ENSPAGARPKRKNKKSYDL NRVNLEESSGVENSPAGARP 84.91 2082.008972 3.122945236 SCFD1_HUMAN[290-309] 
EPADASGTEKAFEPATGRV KAFEPATGRVIATF 38.1 1506.819458 2.08651407 AL9A1_HUMAN[30-43] 
EQDHAKTSAKTERASAQQE KTERASAQQENSSTCIGSAI 57.9 2137.006927 -0.891901648 CARF_HUMAN[164-183] 
EQILPTLVRLLHHDDPEVL LLHHDDPEVLADTCW 36.2 1819.819946 2.734336444 IMA2_HUMAN[259-273] 
EQKKKRTFRKFTYRGVDLD KFTYRGVDLDQLLDMSYEQLMQLYSARQ 95.93 3410.663864 4.643670743 RS15_HUMAN[14-41] 
EQRLEALEEKIRTTETQVL KIRTTETQVLVASAQ 50.62 1643.920624 1.861403741 SYHC_HUMAN[403-417] 
ERKLLMSSTKGLYSDTELQ KGLYSDTELQQCLAAAQAASQHVFR 79.23 2791.37114 4.299320799 EXOS5_HUMAN[198-222] 
ERLISSLLRTCDLEEFQTC KCLQEGAEISSPAVERLISSLLR 44.99 2555.374069 4.314045499 RNZ2_HUMAN[608-630] 
ERPLPMEVEKNSTPSEPGS KNSTPSEPGSGRGPPQEEEEEEDEEEEAT 41.61 3172.307556 3.450800342 HDGF_HUMAN[197-225] 
ERSAAETVTKGGIMLPEKS DRVLVERSAAETVT 47.34 1544.815826 1.065499183 CH10_HUMAN[14-27] 
ERTSRAVEEKFRALCQPMR KALAQEDQGAGEVERTSRAVEE 34.9 2372.156754 0.381930915 SPTN2_HUMAN[1447-1468] 
ESAYEVIKLKGYTNWAIGL KMVVESAYEVIKL 68.54 1507.83197 2.2097953 LDHB_HUMAN[233-245] 
ESAYEVIKLKGYTSWAIGL KGYTSWAIGLSVADLAESIM 94.15 2111.060867 0.703437794 LDHA_HUMAN[245-264] 
ESDSTIVYYKLTDGFMLPD KLTDGFMLPDPQNISLRR 56.36 2100.114975 2.427009978 SEN15_HUMAN[154-171] 
ESIELPMDNKTNKRRGFCF KIREYFGGFGEVESIELPMDN 80.78 2429.157288 1.211531264 HNRPD_HUMAN[197-217] 
ESKPDKPSGKSGMDAALDD KSLTPAVPVESKPDKPSG 58.15 1835.999268 -2.017974661 ICAL_HUMAN[132-149] 
ESQGMLLCASIEGINRQVE KMRGVESQGMLLCA 45.59 1578.768021 0.552962809 SYYC_HUMAN[430-443] 
ESTGVFTTMEKAGAHLQGG EKAGAHLQGGA 37.35 1037.525391 -1.907423199 G3P_HUMAN[106-116] 
ETDSKKKKMKLPEHPEGGE KLPEHPEGGEPEDDEAPAKG 57.37 2100.959961 -3.046702516 LYAR_HUMAN[288-307] 
ETELIFALAKTNRLAELEE KTNRLAELEEFINGPNN 66.3 1957.985703 0.49081053 CLH1_HUMAN[1179-1195] 
ETFHDWITGKNRPSSGSLI KNRPSSGSLIQVVTTEGRTELTPAYF 68.12 2850.487564 2.31504255 DHPR_HUMAN[219-244] 
ETHWCAQSEKFRPPETTER KQYVETHWCAQSE 37.83 1664.725296 0.010812595 IPO9_HUMAN[82-94] 
ETPRGLRTFKTVFAEHISD KTVFAEHISDEC 77.18 1434.644928 7.530783255 RL3_HUMAN[103-114] 
ETYLNENLRKRLDQVEQEL KLEGIITRVETYLNENLR 65.28 2160.190216 2.196565823 SMC3_HUMAN[820-837] 
EVHDPDWHLKMPKMKMPKF KVDIDAPDVEVHDPDWHL 30.96 2098.996002 3.048600376 AHNK_HUMAN[1693-1710] 
EVHPLVFHTNRGPIKFNVW NRGPIKFNVWDTAGQE 54.95 1830.901291 2.896387711 RAN_HUMAN[55-70] 
EVIKNDDGKKALVLDCHYP KALVLDCHYPEDEVGQEDEAESDIFSIR 82.11 3263.492828 5.868865357 C1QBP_HUMAN[180-207] 
EVNASRQEAKLTEECDLLI KLIQTCQHVEVNASRQEA 31.04 2110.058914 -0.546430241 TRI18_HUMAN[243-260] 
EYVFSGSRLKLYLPKETCL FLQRAGRSEAVVEYVFSGSRL 43.56 2370.244415 0.923111552 SND1_HUMAN[520-540] 
FAEHISDECKRRFYKNWHK KTVFAEHISDEC 77.18 1434.644928 7.530783255 RL3_HUMAN[103-114] 
FAPADVTSEKDVQTALALA KKLGNNCVFAPADVTSE 31.29 1848.903992 2.195895524 HCD2_HUMAN[52-68] 
FDAKRLIGRKFGDPVVQSD KFGDPVVQSDMKHWPFQVINDGDKP 36.72 2883.401428 2.886868238 HSP71_HUMAN[77-101] 
FDVTAPNTFKTLDSWRDEF KTLDSWRDEFLIQASPRDPENFPFVVLGN 55.25 3389.704437 5.128765744 RAB7A_HUMAN[97-125] 
FEEEEELQRRILILGKLNN KPFGVFEEEEELQR 71.72 1735.84169 1.94372564 PAPOA_HUMAN[47-60] 
FEGSIIRCMRRLEELLRQM KMTDVFEGSIIRCM 80.5 1685.793915 2.317602386 SK2L2_HUMAN[984-997] 
FEHFLENLDKSRKGELLKK KVFEHFLENLD 50.68 1389.692856 2.45090128 PRI1_HUMAN[393-403] 
FEHVNNTDFKQLYQTLTDY NLRGGPNIITLADIVKDPVSRTPALVFEHVNNTDF 40.37 3832.027176 5.40105773 CSK21_HUMAN[87-121] 
FEVNASNLEKQTSKGKYFV KWDTERVFEVNASNLE 53.37 1935.932632 4.582804098 SYLC_HUMAN[23-38] 
FFESLERQLKHPKCLIVDF KTVFFESLERQL 47.51 1495.803467 1.942100058 UBA6_HUMAN[295-306] 
FGKVKEGMNIVEAMERFGS IVEAMERFGSRNG 40.18 1464.714325 2.141714563 PPIA_HUMAN[138-150] 
FGTETHMTAIVGMALGHRP KTTGIPIHVFGTETHMTA 33.67 1939.982605 1.654138543 ACLY_HUMAN[396-413] 
FIVEISLTCKNRVQNMALY KNRVQNMALYADVGG 43.34 1634.819855 0.414112905 SSRD_HUMAN[58-72] 
FKERISDMCKENRESLVVN KENRESLVVNYEDLAA 44.27 1848.921707 2.783784722 MCM2_HUMAN[224-239] 
FKLLGPVLVKQELGEARAT KQELGEARATVG 63.34 1257.667694 -0.001590245 PFD6_HUMAN[66-77] 
FLAQRHFNINNLDNNWLKM YVFLAQRHFNI 30.64 1406.745895 -5.005879189 DSEL_HUMAN[290-300] 
FLPFADDKRKMPFTEKIMA KIQVTPPGFQLVFLPFADDKR 68.15 2415.331467 5.124348426 KU70_HUMAN[424-444] 
FNETPINPRKCAHILTKIL KSAVLQEARVFNETPINPR 71.52 2168.170166 -1.372124774 COPG_HUMAN[24-42] 
FPALDILRLSIKHPSVNEN SIKHPSVNENFCNE 57.04 1673.74675 1.196118827 PLAP_HUMAN[620-633] 
FTEDCNILLKLVMAGETTN KLVMAGETTNSRGQRLPQ 35.71 1985.047623 -0.459434821 DNMT1_HUMAN[1196-1213] 
FVFGPDKKLKLSILYPATT KLSILYPATTGRNFDEILR 54.77 2206.210968 2.924924268 PRDX6_HUMAN[144-162] 
GAGAPVYLAAVLEYLTAEI AVLEYLTAEILELAGNAARDNK 113.92 2373.253922 1.782363008 H2A1B_HUMAN[54-75] 
GAGAPVYMAAVLEYLTAEI KGNYAERVGAGAPVYMA 66.74 1752.86171 1.719473922 H2A2A_HUMAN[37-53] 
GCGFRRARPKFEQVNLLDS KFEQVNLLDSNAVHH 64.67 1749.879822 2.109859176 MAT2B_HUMAN[66-80] 
GDDMFHWQATIMGPNDSPY KELSDLARDPPAQCSAGPVGDDMFHWQA 72.58 3097.402206 4.425321314 UB2D3_HUMAN[8-35] 
GDEASELRSMLEVNYPMEN KVGNIEIKDLMVGDEASELRS 41.87 2302.183823 1.233176939 ARP2_HUMAN[46-66] 
GDEGAGHFVKMVHNGIEYG KMVHNGIEYGDMQL 64.08 1633.759232 1.579180059 6PGD_HUMAN[184-197] 
GDHLTEASGKLHLLDKLLA KCVDHPYLFDGVEPEPFEVGDHLTEASG 74.76 3143.418259 2.787411435 CHD1L_HUMAN[320-347] 
GDLGNVTADKDGVADVSIE KDGVADVSIEDSVISLSGDHCIIGR 107.29 2641.301758 2.802784641 SODC_HUMAN[92-116] 
GDLSPKQAETLAKFRENVQ MSGRVGDLSPKQAE 36.47 1489.719482 -7.303388411 S14L3_HUMAN[1-14] 
GDSHVDGAAKSLDKQKKKT KSIYTRSVIDPVPAPVGDSHVDGAA 38.89 2550.307831 2.195813357 PAK2_HUMAN[191-215] 
GEAGLVPQLRVLEEYSVPC RVLEEYSVPCAHAAHVTGL 43.59 2108.047302 1.541236763 WDR6_HUMAN[1033-1051] 
GEFCHNRGIKLVVADTRGL KLVVADTRGLFGQ 43.5 1402.793259 2.033799337 UBA1_HUMAN[185-197] 
GEIVREIGQKCPQELSRDP KSIVGEIVREIGQ 66.12 1426.814362 3.37815495 CND1_HUMAN[272-284] 
GFCATLYTWLKLPSIGAAS QKLPEFGVGFCATLYTW 30.21 2015.981537 2.507959476 YA021_HUMAN[164-180] 
GFCPEGPSCKFMHPRFELP KFMHPRFELPMGTTEQPPLPQQTQPPA 33.59 3102.541931 2.30842972 CPSF4_HUMAN[163-189] 
GGATRIPAVKEKISKFFGK KKEDIYAVEIVGGATRIPAV 84.9 2128.189178 2.352234497 HSP74_HUMAN[331-350] 
GGLSWDTSKKDLKDYFTKF KMFVGGLSWDTSK 69.67 1454.722794 2.653426492 ROAA_HUMAN[70-82] 
GGSATGLLALSGALAAQAQ LSGALAAQAQLAA 39.33 1183.656052 8.591178141 TLE2_HUMAN[156-168] 
GGVLVERTVKEVLPALENN RMVGGVLVERTV 41.66 1314.744202 2.358633714 PFD2_HUMAN[72-83] 
GHLIPFIFTKWLQDVFNVP TGRGPSSEAMHVGHLIPFIFT 50.3 2253.136475 3.726804875 SYWC_HUMAN[160-180] 
GICNEAGFRRLTPTEVKDY RLTPTEVKDYLAAIA 39.43 1659.91954 2.049496929 PSA2_HUMAN[220-234] 
GIPLSEDEAKVCMVYDLYK KHVSPAGAAVGIPLSEDEA 83.6 1846.942474 0.821357471 PUR9_HUMAN[266-284] 
GKIIMTAAAKHLTPVTLEL KHLTPVTLELGG 35.55 1263.718689 1.38084529 AL3A1_HUMAN[202-213] 
GKSSIINSLKQEQMCNVGV KQEQMCNVGVSMGLTRS 109.3 1923.896484 3.414944647 GNL3_HUMAN[275-291] 
GKVIPELNGKLTGMAFRVP KLTGMAFRVPTANVSVVDLTCRLE 69.06 2676.409134 3.103785551 G3P_HUMAN[227-250] 
GKYINPAATKRAAEEEPST KRAAEEEPSTSATVPMS 51.34 1789.851593 -0.234097621 PPIL2_HUMAN[490-506] 
GLLSRQCPLKVSYGIGDEE KVSYGIGDEEHDQEGRVIVA 34.84 2200.076019 2.35082786 APEX1_HUMAN[141-160] 
GLVGYPNVGKSSTINTIMG KVKDGQLTVGLVGYPNVG 60.93 1843.02037 2.442729377 LSG1_HUMAN[381-398] 
GNKSDLRHLRAVPTDEARA RAVPTDEARAFAE 52.85 1431.710617 1.059571663 RB11A_HUMAN[132-144] 
GPETLGRIMNVIGEPIDER KVLDSGAPIKIPVGPETLGRIM 59.64 2290.308258 1.835124152 ATPB_HUMAN[124-145] 
GQLTGMYRYKYKLMRQIRM RLGNVDAFQLADGLQYIFAHVGQLTGMYRY 67.52 3415.713562 6.564075 PRP8_HUMAN[565-594] 
GQRLLQGARILGIPVIVTE KYFGDIISVGQRLLQGAR 48.27 2020.12178 3.114663711 ISOC1_HUMAN[131-148] 
GRPIIRSTTKVGNIEIKDL KVGNIEIKDLMVGDEASELR 68.56 2215.151794 5.913815945 ARP2_HUMAN[46-65] 
GRVETGVLKPGMVVTFAPV KIGGIGTVPVGRVETGVLK 32.54 1879.125504 0.196367938 EF1A1_HUMAN[255-273] 
GRVHRLLRKGHYAERVGAG GHYAERVGAGAPVYLA 46.85 1629.826324 3.71205196 H2AX_HUMAN[38-53] 
GRVIFGLFGKTVPKTVDNF LRIGDEDVGRVIFGLFG 54.39 1862.005051 4.549396896 PPIB_HUMAN[42-58] 
GSMVGVYNGKTFNQVEIKP KTFNQVEIKPEMIGHYLGEFSITY 57.34 2843.42038 1.330088237 RS15_HUMAN[100-123] 
GSNRVRTTLTLCVEAIDFD KVQTESSTGSVGSNRVRTTL 34.63 2106.102921 -1.243528972 PELO_HUMAN[46-65] 
GTGAGLLEIKKIGDEYFTF KKIGDEYFTFITDC 66.65 1735.812729 2.945594254 TCPG_HUMAN[353-366] 
GTPGRILALARNKSLNLKH KNCPHIVVGTPGRILAL 65.63 1844.045456 0.58295743 UAP56_HUMAN[163-179] 
GTPGRVFDMLNRRYLSPKY KLQMEAPHIIVGTPGRVFDM 61.13 2238.165314 2.858144553 IF4A1_HUMAN[146-165] 
GVCYTEDEAKELAAEVEVQ RHLVGVCYTEDEA 76.16 1547.703842 0.705561342 CY1_HUMAN[133-145] 
GVEAARVIAKALEKKSELK RLEGNTVGVEAARVIA 52.31 1653.916199 0.757595821 RAGP1_HUMAN[55-70] 
GVEHLLRDIKDTTVGTLSQ KDTTVGTLSQRITNQVHGL 31.56 2067.107285 2.997425458 PSD7_HUMAN[180-198] 
GVIGFPNVGKSSIINSLKQ KAIRVGVIGFPNVG 33.87 1425.845627 1.658664834 GNL3_HUMAN[253-266] 
GVILDEAKGKNDGTVQGRK KWVGVILDEAKG 35.92 1313.734329 2.05749362 DCTN1_HUMAN[56-67] 
GVMDMLKFHKYTIGHAWTT KYTIGHAWTTDYGCSDS 55.39 1960.826157 5.97044259 PPCE_HUMAN[588-604] 
GVQGDCRSYSYVCGISSKD IKTVGVQGDCRSY 47.47 1481.729675 -2.268969878 GUAA_HUMAN[514-526] 
GVSMGLTRSMQVVPLDKQI KQEQMCNVGVSMGLTRS 109.3 1923.896484 3.414944647 GNL3_HUMAN[275-291] 
GYIVPPAPEKSIVGMTKVK KYLHVGYIVPPAPE 45.48 1581.855499 2.201844607 SNX2_HUMAN[197-210] 
HDLLSDYELKYCFVDKYKG KILIRGLPGDVTNQEVHDLLSDYEL 51.75 2836.497055 3.541692378 RAVR1_HUMAN[60-84] 
HDVLDFHLNRVNLEESSGV RVNLEESSGVENSPAGARP 57.01 1967.966049 2.25308765 SCFD1_HUMAN[291-309] 
HFEDRGAAVKAMDEMNGKE KDYAFVHFEDRGAAV 32.48 1723.831818 2.44455402 HNRPR_HUMAN[374-388] 
HHVVVPVNPKTDRLWERLG KGEDSVPDTVHHVVVPVNP 54.52 2024.032745 2.745508942 DDX1_HUMAN[432-450] 
HLQETCDLGKIKPEARRYL RIVHLQETCDLG 43.48 1439.719101 -0.261856636 NEUL_HUMAN[145-156] 
HLTAFLGYKAGMTHIVREV AGMTHIVREVDRPGS 42.04 1623.815125 -0.211230943 RL3_HUMAN[51-65] 
HPETYEWARKMAVDALEYD KIDTASLGDSTDSYIEVLDGSRVHPETYEWAR 55.64 3609.722321 0.956029216 SPT6H_HUMAN[1036-1067] 
HQNSQEIQRSSQDEMVSTK KSSAGDTEFVHQNSQEIQR 33.59 2160.019562 0.587957638 PJA2_HUMAN[240-258] 
HSRFYDLSSKYYQTIGNHA KYYQTIGNHASYY 58.62 1606.741577 7.808972009 PSD13_HUMAN[161-173] 
HYVPRLQIYQPDSPLKIIQ MLHMLVHYVPRLQIY 35.16 1928.016449 -2.540434757 GRIPE_HUMAN[1339-1353] 
ICSTSAASLKSLTRDRGML KEKPLPVICSTSAASL 60.19 1699.917831 1.860678171 SCML2_HUMAN[316-331] 
IDAFRLINANMMVLGHEPR NMMVLGHEPRQTTSNLGHLN 37.01 2248.084091 3.577713143 PSDE_HUMAN[166-185] 
IEFTEQTAPKIFGGEIKTH IKHNQLPLVIEFTEQTAP 52.38 2077.120773 5.609206817 PDIA1_HUMAN[229-246] 
IEGYEIACRKAHEILPNLV KAHEILPNLVCCSA 50.65 1610.790863 -0.222871887 TCPQ_HUMAN[138-151] 
IEHNLLSASKLYNNITFEE KATTADGSSILDRAVIEHNLLSAS 70.14 2468.287048 1.943047914 CSN4_HUMAN[290-313] 
IELTDDSFDKNVLDSEDVW KKDVIELTDDSFD 50.47 1523.735519 2.594282243 PDIA6_HUMAN[159-171] 
IENLHAAAYRNALANPLYC KAVAFQNPQTHVIENLHAAAY 70.8 2321.191635 3.308214576 QCR2_HUMAN[162-182] 
IEQETPVSAKSSRSQLDLF KSSRSQLDLFDDVGTFASGPPKY 70.48 2514.239075 0.515861842 ARFG2_HUMAN[336-358] 
IESTEAIEAKAALKQLQEI KRPSTSQTVSTPAPVPVIESTEAIEA 39.91 2694.407578 1.961470137 TPR_HUMAN[643-668] 
IFVFGFRTHFGGGKTTGFG KTTPDVIFVFGFRTH 33.34 1763.935928 0.903660941 RS24_HUMAN[49-63] 
IGRNGEMIKKIQNDAGVRI KIQNDAGVRIQF 64.27 1387.757187 2.663290116 FUBP1_HUMAN[300-311] 
IHDNFGIVEGLMTTVHAIT KVIHDNFGIVE 31.98 1269.671738 2.20056879 G3P_HUMAN[162-172] 
IHNGIITNYKDLKKFLESK KNNEFIVIHNGIITNY 39.06 1887.984268 2.49790217 GFPT1_HUMAN[114-129] 
IIEQSWGSPKVTKDGVTVA KGRTVIIEQSWGSP 42.17 1556.831085 1.219785511 CH60_HUMAN[58-71] 
IKGLTYLREKHKIMHRDVK KVSIAVIKGLTYLRE 48.41 1689.01886 0.735930207 MP2K1_HUMAN[168-182] 
IKPAHILQEKEEQHQLAVT KALEVIKPAHILQE 53.81 1587.934784 1.843904441 EIF3A_HUMAN[532-545] 
ILFHETLYQKADDGRPFPQ KADDGRPFPQVIKS 37.84 1556.831085 1.45102447 ALDOA_HUMAN[87-100] 
ILLENLRFHVEEEGKGKDA KACANPAAGSVILLENLRFH 68.1 2180.152405 3.090150938 PGK1_HUMAN[106-125] 
ILLYETALLSSGFSLEDPQ SSGFSLEDPQTHANRIYR 30.95 2076.997696 4.586909277 HS90A_HUMAN[673-690] 
ILPDSVRNYMTKFLSDRWM KAAQELQEGQRCVVILPDSVRNY 56.17 2672.370407 1.449649341 CBS_HUMAN[359-381] 
ILPGAAYTEKSATYVNTEG KSATYVNTEGRAQQT 81.57 1652.811798 -0.106485203 NDUS1_HUMAN[592-606] 
ILRDSHGVAQVRFVTGNKI KGLTPSQIGVILRDSHGVA 40.3 1947.090164 1.159165632 RS13_HUMAN[43-61] 
ILSQDSFYRVLTSEQKAKA KQVVILSQDSFYR 67.17 1581.851486 2.268228106 UCK2_HUMAN[54-66] 
IMGLSPILGKDNTIEHLLP KDNTIEHLLPLFLAQL 49.73 1864.045807 5.078737853 2AAA_HUMAN[358-373] 
INCADNTGAKNLYIISVKG KFRISLGLPVGAVINCADNTGA 108.5 2272.199783 3.331573243 RL23_HUMAN[13-34] 
INEEYKIWKKNTPFLYDLV KNTPFLYDLVMTHALQWPSLTVQWLPEVTKPEG 70.89 3837.980408 4.696480462 RBBP7_HUMAN[25-57] 
INGGSHAGNKLAMQEFMIL RHIADLAGNSEVILPVPAFNVINGGSHAGN 90.96 3038.568604 5.228448678 ENOA_HUMAN[132-161] 
IQLGRIYLDMLNVYKCLSE KAVGHPFVIQLGRIYLD 66.32 1925.088699 3.013887102 XPO1_HUMAN[700-716] 
IQVPRNLVGKVIGKNGKLI KARSFLEFAEDVIQVPRNLVG 42.11 2387.296112 3.752781213 FMR1_HUMAN[274-294] 
IRGWDEALLTMSKGEKARL KVIRGWDEALL 34.84 1298.73465 0.240233831 FKBP3_HUMAN[170-180] 
IRSVTGGMCSVYLKDSEKV KVRDTYLDTQVVGQTGVIRSVTGGMC 44.73 2839.432098 6.421706655 SPT5H_HUMAN[987-1012] 
ISMQKGGNMKEVFTRFCTG KEVFTRFCTGLTQIETLF 63.73 2189.119095 6.531851114 KCRB_HUMAN[247-264] 
ISPRFDVQLKDLEKWQNNL KCGVISPRFDVQL 37.34 1517.802444 0.89603229 RS15A_HUMAN[71-83] 
ISVAFSPTGKYLASGSGDT KYLASGSGDTTVRFWDLSTETPHFTC 39.84 2975.376007 2.74419098 NLE1_HUMAN[127-152] 
ISVDPNDQKKTACYDIDVE KLAGLLQHPDPIVINHVISVDPNDQK 69.48 2859.560669 2.802528405 SMRD2_HUMAN[301-326] 
ITSHPGQIVKHGDIKCVLN KPISTLDNRTIVITSHPGQIV 51.95 2288.285233 1.074603797 DNJA1_HUMAN[275-295] 
ITYGRSIAFHSAVSLDPIK HSAVSLDPIKSFEAPATINSASLHPE 36.13 2717.366028 5.061887084 STRAP_HUMAN[209-234] 
IVDNLIQLCKSQILKHPSL KRETYCPVIVDNLIQLC 33.28 2120.075821 5.505935158 RM37_HUMAN[172-188] 
IVKVDQICHKNSIKFFTGD TCCSRDVIVKVDQICH 62.23 1988.923065 0.552560337 SAE1_HUMAN[132-147] 
IWERGVVGGKMDENRFVAV KMDENRFVAVTSSNAA 44.65 1738.830811 2.302121618 DPYL5_HUMAN[367-382] 
IYDVSHNIAKVEQHVVDGK KVFNTTPDDLDLHVIYDVSHNIA 83.29 2625.307495 3.896305488 CV028_HUMAN[334-356] 
KADKMTRSHKNVADDYIHT KNVADDYIHTAACLH 120.42 1726.809692 0.198053093 SNX5_HUMAN[238-252] 
KAKSIVFHRKKNLQYYDIS KKNLQYYDISA 34.27 1341.692825 -1.625558369 RAN_HUMAN[141-151] 
KALLETQNLLRTQVANFTF TRMNVKDVKALLETQNL 32.93 1972.077515 8.922570166 NDST4_HUMAN[318-334] 
KAMTSLRWLKLNRTGLCYL KLNRTGLCYLPEELAALQ 55.12 2088.103714 5.444174024 FLII_HUMAN[39-56] 
KASGYQSSQKKSCVEEPEP KKSCVEEPEPEPEAAEGDGD 78.97 2171.916443 -1.676399666 HDGF_HUMAN[105-124] 
KDGLTDVYNKIHMGSCAEN NRGSTPYGGVKLEDLIVKDGLTDVYN 71.79 2822.445038 3.282614852 THIL_HUMAN[164-189] 
KDLVVLLFETALLSSGFSL TALLSSGFSLEDPQTHSNRIYR 32.23 2491.245529 3.272660163 HS90B_HUMAN[661-682] 
KDRCTLAEKLGGSAVISLE NCYEEVKDRCTLAEK 35.67 1913.861115 -0.263341993 COF1_HUMAN[138-152] 
KDRKEIPLAKDFYVAFQDL KDFYVAFQDLPTRH 64.58 1735.86821 1.366463183 MCM6_HUMAN[108-121] 
KEEAPDILCLQETKCSENK KGLDWVKEEAPDILC 60.83 1771.881454 1.646837035 APEX1_HUMAN[79-93] 
KEQIYKLAKKGLTPSQIGV KGLTPSQIGVILRDSHGVAQ 45.56 2075.148743 3.662869963 RS13_HUMAN[43-62] 
KESIEEPSAKINVLLQAFI KLLERVPIPVKESIEEPSA 53.62 2133.204468 3.419269043 U520_HUMAN[1039-1057] 
KETPQQKYQRLLHEVQELT RLLHEVQELTTEVE 56.84 1694.883896 1.93877587 DCTN2_HUMAN[105-118] 
KFRREEDAEKAVIDLNNRW KAVIDLNNRWFNGQPIH 46.01 2021.059509 2.272570392 U2AF1_HUMAN[125-141] 
KGAQGGLLRKQEEQEPTGE KQEEQEPTGEEPAVLGGDKESTR 85.66 2513.188126 -1.625027573 ALKB2_HUMAN[16-38] 
KGESIPIRLFLAGYDPTPT KYEIMDGAPVKGESIPIRL 84.95 2115.139771 2.293465456 VP26A_HUMAN[232-250] 
KGTGALRDCKNVLDVSCRK KENFIPCSEPVKGTGALRDC 72.48 2277.088181 2.104441997 HJURP_HUMAN[321-340] 
KKDLKTGHSKGFGFVRFTE KGFGFVRFTEYETQV 44.1 1806.894104 3.596226246 TADBP_HUMAN[145-159] 
KKGGGKKSGKKSYLSGGAG KKSYLSGGAGAAGGGGADPGN 65.44 1790.854736 -0.398133911 TYY1_HUMAN[182-202] 
KKLRQYISVKTQRETGGFS KTQRETGGFSQEELL 38.91 1721.858414 2.101218062 RRP1B_HUMAN[38-52] 
KLLATVLSQKSVSESGPGD KSVSESGPGDSPAKPPEGSAGVAR 41.68 2266.118942 1.570085283 CSKI1_HUMAN[422-445] 
KLLLSKGADKTVKGPDGLT KTVKGPDGLTAFEATDNQAI 70.57 2075.053497 -0.203850166 MTPN_HUMAN[94-113] 
KMPSGEFARICRDLSHIGD ICRDLSHIGDAVVISCA 80.4 1884.91861 0.940093641 PCNA_HUMAN[147-163] 
KNADGYKLDKQHTFRVNLF AHAVDAVKNADGYKLD 43.97 1685.83728 2.325847249 EIF3B_HUMAN[241-256] 
KNNQESDCVSKKKMVPDFY SKKKMVPDFYVDSIADL 31.51 1955.007385 -8.451118971 PGP_HUMAN[299-315] 
KPGAHLTVKKIFVGGIKED KIFVGGIKEDTEEYNLRDYFE 77 2564.243454 2.019309045 ROA3_HUMAN[127-147] 
KPRMVSEEEKQRKAALLAQ KQAQIVVKPRMVSEEE 39.75 1869.998199 0.221390588 CCD43_HUMAN[109-124] 
KQRKAFGKTVAHLQTVQHQ VAHLQTVQHQL 30.83 1272.693878 -4.169109392 ACADL_HUMAN[324-334] 
KSEGEIARCKQLICDPSYV KQLICDPSYVKDRVE 65.1 1848.940369 -1.69664747 GDIB_HUMAN[278-292] 
KSEGEVARCKQLICDPSYI KVVGVKSEGEVARC 40.66 1516.803162 -1.319221933 GDIA_HUMAN[264-277] 
KSKEIEAKIKELTSTCSPI KELTSTCSPIISKPKP 52.13 1784.970596 0.867241177 HSP74_HUMAN[773-788] 
KSPPLPEHQKIPCNSAEPK KETDPVKSPPLPEHQ 48.8 1700.873337 -0.619093719 ZN828_HUMAN[101-115] 
KSVQRCIALAQLLVEQNFP AQLLVEQNFPAIAIHRGMPQEERLS 74.34 2846.486084 3.115771424 UAP56_HUMAN[304-328] 
KTYEVSLREKEFNKGPWKQ KTYEVSLRE 40.33 1123.587311 2.759020122 DDB1_HUMAN[191-199] 
KVGAIQRWLKGQGVYLGMP KGQGVYLGMPGCLPVYDALAGEFIRASGVEARQALL 96.67 3805.964752 4.456425928 ERP29_HUMAN[146-181] 
KVGFLKILHRYEITFTLPP RYEITFTLPPVHRLS 36.49 1827.999542 1.571116367 CT027_HUMAN[63-77] 
KVGLTNYAAAYCTGLLLAR KYGVKVGLTNYAA 34.27 1382.755783 -0.318928335 RL5_HUMAN[85-97] 
KYDIDLPNKKVCIESEHSM KLGGVKYDIDLPNK 74.88 1558.871872 -0.043621289 ATOX1_HUMAN[25-38] 
LAVLDLSFTGLSDELLHLL SSHGAVLAVLDLSFT 33.08 1515.79332 1.050934833 LRC6X_HUMAN[176-190] 
LDANCSRDVKQMLLKLVEL KMDMEEIIQRIENVVLDANCSRDV 49.4 2876.383011 6.578053037 PAIP1_HUMAN[339-362] 
LDDKDYFLFRDGDILGKYV KVVLDDKDYFLF 38.38 1500.786438 2.381418108 CH10_HUMAN[80-91] 
LDIIKHIVAKGEHKSGVLD KLLSGGSVLDIIKHIVA 39.34 1762.07164 3.138918915 OXSR1_HUMAN[93-109] 
LDKTEETLHSRFLEGVRNV SRFLEGVRNVA 42.46 1246.678207 1.658006042 RLA0L_HUMAN[213-223] 
LDLVEVLVTKQPENALVLE KQPENALVLELLEPLLSIIRR 34.76 2443.45256 2.313529672 MBB1A_HUMAN[838-858] 
LDQTYLWQGVRVAAGAQIH VRVAAGAQIHQ 50.62 1148.641434 0.321249077 EI2BE_HUMAN[400-410] 
LDTKDLTIEKVVINGQEVK KVVINGQEVKYALGERQSY 133.35 2180.158936 2.058565514 LKHA4_HUMAN[64-82] 
LDVLEFYNSKKTSNSQKYM KKNPQAVLDVLEFYNS 49.52 1863.973038 3.644902507 PAK1_HUMAN[118-133] 
LEDAWKEKGKMDMEEIIQR KMDMEEIIQRIENVVLDANCSRDV 49.4 2876.383011 6.578053037 PAIP1_HUMAN[339-362] 
LELLLPIRYRIVQLGGSNA RIVQLGGSNAQRDVFN 35.59 1772.928177 2.491358678 TTC38_HUMAN[404-419] 
LEQDRVQSLKDKNEATVST KALSGVLEQDRVQSL 74.79 1641.904968 -0.350812021 HBS1L_HUMAN[114-128] 
LETDGHFREKLQAANAEDI KLQAANAEDIKSG 82.82 1343.704453 -0.833516625 NUCB1_HUMAN[71-83] 
LFSPVGRRSSLSSRGTPTR KGLPLGSAVSSPVLFSPVGRRS 42.49 2210.25354 2.937219592 NU133_HUMAN[35-56] 
LFYGPPGCGKTLLAKAIAN KFGMTPSKGVLFYGPPGCG 34.07 1998.969604 4.38225773 TERA_HUMAN[505-523] 
LGADLPSSMKEKAKAETEK KATPRLASTNSSVLGADLPSSM 39.24 2202.131409 4.007481099 TCOF_HUMAN[100-121] 
LGAETVLNQMRMKGLEEPE KRYNVLGAETVLNQ 35.69 1603.868179 1.03811524 HNRL2_HUMAN[479-492] 
LGANNQETVKYFQDADGCE KKAPIQTYVLGANNQETV 58.52 1973.058167 4.716029236 C19L1_HUMAN[61-78] 
LGGDKESTRKRPRREAPGN KQEEQEPTGEEPAVLGGDKESTR 85.66 2513.188126 -1.625027573 ALKB2_HUMAN[16-38] 
LGPNNYYSFASQQQKPEDT KRGWVLGPNNYYSF 42.63 1699.847061 2.060773631 PSMD8_HUMAN[212-225] 
LGRRQKALGKNRSADFNPD KNRSADFNPDFVFTE 31.48 1785.832214 4.05301234 DDX27_HUMAN[76-90] 
LHDPETLLRCIAERAFLRH KDQDILDLVGVLHDPETLLR 47.72 2288.23761 3.554263755 HEM3_HUMAN[227-246] 
LHHISMIPAKCLQEGAEIS KCLQEGAEISSPAVERLISSLLR 44.99 2555.374069 4.314045499 RNZ2_HUMAN[608-630] 
LHPGKATVPKTEIREKLAK KQMVIDVLHPGKATVP 32.27 1731.970566 3.611493245 RS24_HUMAN[21-36] 
LHTEEMRFLREWVESMGGK KQDPSVLHTEEMRFL 72.92 1828.914154 3.071768015 F10A1_HUMAN[17-31] 
LHYFCEVKFKSDQNLQTAL KSDQNLQTALELTR 76.11 1615.852921 2.997178727 IPO7_HUMAN[489-502] 
LIAGQPGTGKTAIAMGMAQ KIAGRAVLIAGQPGTG 56.62 1507.883453 1.174493955 RUVB2_HUMAN[67-82] 
LIRCNNVLYIRGVEEEEED IRGVEEEEEDGEMRE 56.9 1805.773727 -0.047625015 RUXF_HUMAN[72-86] 
LKADEGISFRGLFIIDDKG RGLFIIDDKGILR 62.51 1514.89328 3.57913001 PRDX1_HUMAN[128-140] 
LKARAKLLQKYLCDEQKEL KYLCDEQKELQALY 43.42 1799.876343 1.816235883 IF4G1_HUMAN[1514-1527] 
LKEQYLGYRKMFLGDAVDV KMFLGDAVDVFETRRAEA 33.4 2054.025497 0.965908166 NUPL1_HUMAN[422-439] 
LKKDKKKEEKEDEISLEDL KEDEISLEDLIERERSALGPNVT 35.62 2612.329285 4.470339963 ZC3HF_HUMAN[226-248] 
LKPGMVVTFAPVNVTTEVK APVNVTTEVKSVEMHHEAL 30.76 2090.046631 1.967420219 EF1A1_HUMAN[281-299] 
LKTDEGIAYRGLFIIDGKG RGLFIIDGKGVLR 49.3 1442.872162 0.498311645 PRDX2_HUMAN[127-139] 
LLAGPPGTGKTALALAIAQ KMAGRAVLLAGPPGTG 62.03 1494.834061 1.726613052 RUVB1_HUMAN[60-75] 
LLDSSLEYKKGESQTDIEI KGESQTDIEITREEDFTRILQ 58.45 2507.250336 2.990128226 TCPG_HUMAN[249-269] 
LLEGPPHSGKTALAAKIAE KNSDRTPLVSVLLEGPPHSG 61.35 2102.112015 1.459008834 NSF_HUMAN[529-548] 
LLEGSGLALRGLFIIDPNG KQISRDYGVLLEGSGLAL 31.32 1918.052353 3.113053713 PRDX3_HUMAN[166-183] 
LLFETALLSSGFSLEDPQT SGFSLEDPQTHSNRIYR 44.96 2005.960587 -0.15254537 HS90B_HUMAN[666-682] 
LLMKDRETNKSRGFAFVTF KSRGFAFVTFESPADA 44.66 1728.847137 1.905894356 HNRGT_HUMAN[47-62] 
LLPQTSFPMKLLGRQQPDT KLLGRQQPDTELEIQQ 60.64 1895.011215 2.184155939 SYIM_HUMAN[74-89] 
LLRQGVLGIKVKIMLPWDP KVKIMLPWDPTG 40.42 1383.758438 2.526452525 RS3_HUMAN[185-196] 
LLTEAPLNPKANREKMTQI RVAPEEHPVLLTEAPLNP 65.82 1981.063248 4.662142922 ACTB_HUMAN[95-112] 
LMYGPPGCGKTMLAKAVAH KQIGIDPPRGVLMYGPPGCG 31.34 2111.065613 2.23583766 PRS6B_HUMAN[192-211] 
LMYGPPGTGKTLLARACAA KTLLARACAAQT 68.09 1302.707779 -1.34719392 PRS6A_HUMAN[233-244] 
LNAAEGRSFMHVNTNANFY KLGITHVLNAAEGRSF 31 1711.936935 0.741265624 DUS3_HUMAN[53-68] 
LNEAAQILRLLHIEELREL KHILGFDTGDAVLNEAAQILR 99.08 2280.22261 4.343435574 CN166_HUMAN[185-205] 
LNEVNRRSLKKLASQADST KILDVASLEVLNEVNRRSL 60.82 2167.232422 3.386807952 GCN1L_HUMAN[2634-2652] 
LPLDERAFEKTLTPIIQEY KTLTPIIQEYFEHGDTNEVAEMLRDLNLGEM 48.75 3605.738144 3.699381227 PDCD4_HUMAN[166-196] 
LPTEQFHLGKIEELLSGEN KIEELLSGENRGPILLPYQFR 40.94 2471.353592 2.893151358 DDX56_HUMAN[399-419] 
LPTIPEEEAKKLFPKGVFT KRVATPVDWKDGDSVMVLPTIPEEEA 35.98 2881.453156 3.468735898 PRDX6_HUMAN[173-198] 
LPVYMNCLLKNCVLLSRPE KNCVLLSRPEISTDERAYQ 44.17 2278.137543 -0.460902812 SC24D_HUMAN[851-869] 
LQATAHAQAQLGCPVIIHP KVLQATAHAQA 30.5 1136.630188 0.637850382 PTER_HUMAN[182-192] 
LQELDNPGAKRILELDQFK KRILELDQF 35.54 1160.655334 3.187854216 KU70_HUMAN[114-122] 
LQTKGSPESRLSFQHDPET RLSFQHDPETSVLVLR 56.61 1896.021744 0.300629464 GANAB_HUMAN[914-929] 
LSAPPHFHFGQTNRTPEFL QYSGAQVRVLSAPPHFHF 38.59 2040.03299 4.397968094 EF1G_HUMAN[23-40] 
LSDSERDMKKELQLIPDQL KELQLIPDQLRHLGNAI 44.84 1957.110855 3.657943024 NUP88_HUMAN[663-679] 
LSLEPQHELKFRGPFTDVV KFRGPFTDVVTTNL 35.19 1593.851517 2.846563781 VAPB_HUMAN[17-30] 
LSMKFKTGVKRAEISNAID KRAEISNAIDQYVTGTIGEDEDLIKW 84.98 2963.487595 4.645202505 PUR9_HUMAN[483-508] 
LSPEDLEAIKNPDSITNQI KNPDSITNQIALLEARCHEM 47.59 2339.136154 2.154214064 SMC4_HUMAN[1067-1086] 
LSSYRAHAAQVTCVAASPH KVWDLAQQVVLSSYRAHAA 46.86 2141.138153 2.703235189 MEP50_HUMAN[150-168] 
LSWQFSSVTKRGLNVDQLN KRGLNVDQLNMLGE 31.86 1585.8246 1.514669403 STAT1_HUMAN[511-524] 
LTAQDRVVGKPAQLGTQRS KPAQLGTQRSQEADVQDWEFR 48.23 2488.209488 -0.122578103 TB182_HUMAN[827-847] 
LTELLEQERKKVVDTTKES KVLTELLEQER 55.01 1356.761246 0.689878195 TCOF_HUMAN[1317-1327] 
LTGQRLAHALLHTQTKEGM KEVLASQLLVLTGQRLAHA 34.58 2046.194931 3.240160505 RBGPR_HUMAN[1297-1315] 
LTGWRPGSGFTNTMRVVPV KKGDVVIVLTGWRPGSG 41.14 1767.999573 2.148190564 KPYM_HUMAN[504-520] 
LTQKLIETLKPFGVFEEEE KPFGVFEEEEELQR 71.72 1735.84169 1.94372564 PAPOA_HUMAN[47-60] 
LVAEVTQQLKARFLPSPVV KMQHNVLVAEVTQQL 30.42 1736.924332 4.756683897 CUL3_HUMAN[716-730] 
LVGGSTRIPKIQKLLQDFF KSQIHDIVLVGGSTRIP 79.97 1819.031586 1.279801856 HSP7C_HUMAN[328-344] 
LVGGSTRIPKVQKLLQDFF KAQIHDLVLVGGSTRIP 67.49 1803.036667 1.855203536 HSP71_HUMAN[328-344] 
LVLDGVIQCTERDEFSYQE TERDEFSYQEMIANLPLCSHPNPR 66.01 2903.333023 4.62571806 SPEE_HUMAN[72-95] 
LVVDEAHRLKNQSSLLHKT KSFPWSVLVVDEAHRL 31.84 1882.010117 1.671085597 CHD1L_HUMAN[164-179] 
LYKIDVPANRYDLLCLEGL RYDLLCLEGLVRG 65.67 1562.823883 2.853168581 SYFB_HUMAN[71-83] 
MALGDYMGASCHACIGGTN SCHACIGGTNVRAEVQ 81.87 1757.793747 1.83582403 IF4A1_HUMAN[130-145] 
MCNQCEFCFHLDCHLPALQ HLDCHLPALQDVPGEEWSC 48.87 2261.983398 4.466876286 TIF1B_HUMAN[648-666] 
MDVVDEELSKLGLLDNHSS KHVMDVVDEELS 42.89 1399.665329 1.252442254 LONM_HUMAN[432-443] 
MEEGKDFQPSRSTAQQELD SRSTAQQELDGKPASPTPVIVASHTAN 81.43 2761.399475 2.37089927 COPB2_HUMAN[845-871] 
MESFLGTAMAGSLFCLFSG AGSLFCLFSGQPLIILSS 30.02 1909.001923 -6.841795099 S4A5_HUMAN[563-580] 
MISDLEERLKKEEKTRQEL KQEVMISDLEERL 60.7 1588.813019 3.035599496 MYH10_HUMAN[1031-1043] 
MKEYLTKVDKLDASESLRK KLDASESLR 45.15 1017.545441 0.305637456 CLH1_HUMAN[1612-1620] 
MLHSFTLRQQLQTTRQELS QLQTTRQELSHALYQHDAAC 37.93 2369.118225 2.041265796 PRP19_HUMAN[95-114] 
MLVQPRVEFILSFIDHIAG KGDQENVHPDVMLVQPRVEF 78.83 2336.158325 3.333250113 IMB1_HUMAN[777-796] 
MNYDPDVVLKQVHCEEFIP KQVHCEEFIPEFE 40.36 1690.766098 2.734854931 TTL12_HUMAN[524-536] 
MPEDLVEALKPEYVAPLVL KSNIHCNTIAPNAGSRMTQTVMPEDLVEAL 33.73 3296.595139 3.658926708 DHB4_HUMAN[184-213] 
MQEEFSRDGKALERFLQDY KFVMQEEFSRDG 70.48 1471.676559 1.362391748 PDIA3_HUMAN[335-346] 
MRDPSSRNFIMEGGAMVLA KGSSAAGLTASVMRDPSSRNF 36.18 2138.053833 1.720256031 MCM5_HUMAN[407-427] 
MSQANVSRAKAVRALKNNS KDIELVMSQANVSRA 88.83 1659.861374 1.79533065 NACA_HUMAN[179-193] 
NAAIATIKTKRSIQFVDWC KRSIQFVDWCPTGF 42.86 1739.845383 2.758865843 TBA1B_HUMAN[338-351] 
NAAIATIKTKRTIQFVDWC KDVNAAIATIKT 75.84 1243.713577 1.97553524 TBA1A_HUMAN[326-337] 
NALSADVLGRCQVFEETQI RCQVFEETQIGGERY 66.33 1870.86319 1.40149211 TCPH_HUMAN[344-358] 
NDAFGTAHRAHSSMVGVNL KLGDVYVNDAFGTAHR 84.47 1761.879837 2.046677602 PGK1_HUMAN[156-171] 
NDGVEDLRCKYISLIYTNY KDQQEAALVDMVNDGVEDLRC 41.16 2404.099869 -0.531591893 GSTP1_HUMAN[82-102] 
NEDGQPDLGKARDYYTRAC KSIAACHNVGLLAHDGQVNEDGQPDLG 37.19 2814.33551 -0.816178452 CA163_HUMAN[106-132] 
NFSEFTGVWKYITDWQNVF KYITDWQNVFR 49.5 1468.746292 1.50468465 PDCD6_HUMAN[90-100] 
NGDDAHPLWKWMKIQPKGK KICVNGDDAHPLW 36.6 1523.719101 1.754260348 GPX4_HUMAN[132-144] 
NGEATESQQKPRNKKSKMD KGMSRLGEEVNGEATESQQ 47.34 2048.943268 -0.930235615 EXDL2_HUMAN[170-188] 
NGGEEQGLGKREEDEPEER KREEDEPEERSGDETPGSEVPGD 41.52 2543.089539 -1.650354789 HNRL2_HUMAN[151-173] 
NGVREMRAPKHFLPEMLSK KLTETVVTEYLNSGNANEAVNGVREMRAP 115.07 3161.577484 4.996556333 IF4G2_HUMAN[546-574] 
NHFCEEFGKKYKLDIKSKI KFDEVLVNHFCEEFGK 39.28 1996.935303 1.596947079 HSP74_HUMAN[235-250] 
NHVFTEDNLKKLYVSNLGI KGMGLVNHVFTEDNL 32.3 1672.824295 2.855649583 PUR1_HUMAN[65-79] 
NIQNFHISWKDGLGFCALI KNVNIQNFHISW 67.67 1498.768082 3.556254009 ACTN1_HUMAN[162-173] 
NKALDFIASKGVKLVSIGA KINNVNKALDFIAS 34.76 1545.851456 2.022186535 ACTN4_HUMAN[108-121] 
NKSYPSLTTKVEESGEHVI KVEESGEHVILGTGELYLDCVMHDLR 86.84 2998.452835 3.99072477 U5S1_HUMAN[620-645] 
NLGAFRTYPKGYKPPDEGP KGYKPPDEGPSEYQTIPLN 39.49 2132.042572 3.55152383 CSN5_HUMAN[191-209] 
NLGSNQYLFSVIVDPKEMP KTTHVVNLGSNQYLF 53.66 1719.894424 2.250138117 NUDC1_HUMAN[429-443] 
NLNGSGKLLKITGCASPGK KITGCASPGKTVTIVVRGSN 76.35 2044.109924 2.524326084 TCPD_HUMAN[375-394] 
NMVPFPRLHFFMPGFAPLT KLAVNMVPFPRLH 52.8 1520.86496 1.771360424 TBB1_HUMAN[252-264] 
NQLLELDHQKRGGARYTAL ILDNTIHGRIDQVNQLLELDHQ 58.16 2583.3405 2.637283006 CSN2_HUMAN[393-414] 
NQQEFVRALAAFLKKSGKL KDVNQQEFVRAL 46.47 1445.762665 1.602614354 RS19_HUMAN[7-18] 
NSAREELMESRMRIESLSS KLENARLSSEMNTSTVNSAREELME 47.12 2838.348694 3.318478811 LMNB1_HUMAN[271-295] 
NSSTMVAQQKNLEGYVGFA KNLEGYVGFANLPNQVYR 30.71 2081.069397 2.208479932 SEPT7_HUMAN[25-42] 
NTAILIALNKREYEIPSNL KREYEIPSNLTPADVFF 33.51 2025.020721 5.907593871 NU133_HUMAN[674-690] 
NTEGRAQQTKVAVTPPGLA KSATYVNTEGRAQQT 81.57 1652.811798 -0.106485203 NDUS1_HUMAN[592-606] 
NTFKVLTRDKRLVPGGGAT KRLVPGGGATEIELA 42.11 1509.851471 2.226046776 TCPQ_HUMAN[406-420] 
NTPYVDNSYKWAGGGFLST KRLVNTPYVDNSY 58.23 1567.799438 1.075392655 LACTB_HUMAN[381-393] 
NVDPEDLIPKLPRPRDLQP KMRVNVDPEDLIP 44.47 1524.796997 2.221279296 BOP1_HUMAN[378-390] 
NVPEAQEEMKEVAKHPKNP KKEVIPVNVPEAQEEM 36.11 1838.944763 2.534061976 SYEP_HUMAN[512-527] 
NWAGGLHHAKKSEASGFCY KQQTDIAVNWAGGLHHA 87.84 1844.928177 1.136629613 HDAC1_HUMAN[126-142] 
PCKVTGRCGSVLVRLIPAP SVLVRLIPAPRGTGIVSAPVPK 43.62 2226.357605 1.539285509 RS2_HUMAN[190-211] 
PCSGDGTMRKNIDVWKKWT KEILFYDRILCDVPCSGDGTMR 35.11 2644.244766 4.824061737 NSUN2_HUMAN[257-278] 
PEFTPKSGVKIHVSDQELQ KIHVSDQELQSANAS 60.81 1625.800888 1.867387343 UBA1_HUMAN[806-820] 
PEILIGLLYNATTGRLSAE SLEHGSVPEILIGLLY 37.03 1738.950516 -7.093933891 SYT14_HUMAN[410-425] 
PENSSVQQFKEEISKRFKS KEKEEFAVPENSSVQQF 71.14 1994.958511 3.283777564 UBQL1_HUMAN[45-61] 
PEQEDSVLFRRGTGQSDDS RRGTGQSDDSDIWDDTALI 37.59 2119.977051 5.458077952 SMN_HUMAN[22-40] 
PEQQRQITLKTTPASGERG KTTPASGERGIASTSDPPTANIKPTPVVSTPS 46.26 3163.636093 2.63589103 TPR_HUMAN[1648-1679] 
PGAFTPGCSKTHLPGFVEQ KKGVLFGVPGAFTPGCS 47.43 1720.897095 1.475393274 PRDX5_HUMAN[85-101] 
PGVAFGDIDKLRPVTLTEM KLRPVTLTEMNYS 39.72 1550.812637 0.680288498 PHF14_HUMAN[422-434] 
PGYGHAVLRKTDPRYTCQR LNSGRVVPGYGHAVLR 67.83 1693.937622 0.083238012 CISY_HUMAN[336-351] 
PIRDYRIDEKNFVVVMVTK KILSDDVPIRDYRIDE 31.38 1946.01088 3.429580003 RD23A_HUMAN[53-68] 
PLACLLTPLKERPDLPPVQ KERPDLPPVQYEPVLC 32.03 1938.98732 1.740083581 SC23B_HUMAN[46-61] 
PLATYMRIYKKGDIVDIKG KKGDIVDIKGMGTVQ 69.58 1587.865433 -0.372197787 RL21_HUMAN[35-49] 
PLEDRVRGPKGPEEKKDCE KPYFPIPEEYTFIQNVPLEDRVRGP 57.97 3003.549423 5.376638678 HNRPU_HUMAN[463-487] 
PLRTEEEFKKFISDKDASI KQAGPASVPLRTEEEFK 55.9 1885.989746 0.050901655 PDIA3_HUMAN[130-146] 
PMLQVWTADKPHPQEEYLD KPHPQEEYLDCLWA 30.72 1784.819183 2.807567314 NCBP1_HUMAN[221-234] 
PNPEAESSSKEGELDARDL KTHSVPATPTSTPVPNPEAESSS 64.51 2320.118286 1.692586117 CDCA5_HUMAN[104-126] 
PPKNLAKAMKVTFQTPLRD KVTFQTPLRDPQTH 36.81 1666.87912 1.099059901 TACC3_HUMAN[54-67] 
PPLPGKAFLRQLPFRGDDG RQLPFRGDDGIFDDNFIEER 57.25 2438.161484 2.718441762 SNX3_HUMAN[99-118] 
PPPSAPPPKKSLGTQPPKK KNKPGPYSSVPPPSAPPPK 34.71 1944.046875 0.168205821 NOLC1_HUMAN[283-301] 
PQDGDFDFLKNLSLEELQM KNLSLEELQMRL 48.6 1472.802048 1.273762487 STK3_HUMAN[441-452] 
PQEEELDDQKIQVTPPGFQ KIQVTPPGFQLVFLPFADDKR 68.15 2415.331467 5.124348426 KU70_HUMAN[424-444] 
PQGLLKAARKSGQLNLSGR KSGQLNLSGRNLSEVPQCVWR 43.33 2427.244095 1.185294881 LRC40_HUMAN[37-57] 
PQNAANRGLKASEWVQQVS KITCLCQVPQNAANRGL 110.36 1941.987671 1.371275441 SYAC_HUMAN[898-914] 
PQVGPDRLEKLKNVIHKIF KDRPQEADGIDSVIVVDNVPQVGPDRLE 87.9 3059.552368 2.419635002 EIF3B_HUMAN[174-201] 
PQVRVLDFQKVKLKERQEA KVPQVRVLDFQ 44.93 1327.76123 1.726213982 RU2A_HUMAN[138-148] 
PRFSELTAEKLGFAGLVQE KLGFAGLVQEISFGTTKD 38.68 1910.014938 3.285838176 TCPE_HUMAN[352-369] 
PRLVNVLKMAASSVKKDRK SDENVPRLVNVLKM 36.65 1628.855576 -8.935721628 MBB1A_HUMAN[240-253] 
PSDQDLLRCRVLTSGIFET KIDVIKQADYVPSDQDLLRC 52.73 2375.215485 2.646917738 GNAS1_HUMAN[824-843] 
PSDQQQIVRVLRTPGNNLH KEVLGEHIVPSDQQQIVR 57.34 2074.117096 -0.455133416 EIF1A_HUMAN[12-29] 
PSGQDNIHRFAAKTVHSGS KVVNVANVGAVPSGQDNIHR 84.07 2073.107941 -2.006166644 AP3B1_HUMAN[1025-1044] 
PSVPTNGMAKNGSEADIDE KNGSEADIDEGLYSRQLYVLGHEAM 35.87 2794.323166 3.898976372 UBA1_HUMAN[43-67] 
PTDEITVYYKAKSEGTYLN KKCNLVPTDEITVYY 31.1 1841.923325 2.18087254 SYIC_HUMAN[1003-1017] 
PTENVQVHFTERSFDLLVK KIYITLTGVHQVPTENVQVHF 75.48 2422.300903 3.014076406 CYBP_HUMAN[88-108] 
PVAALFTPLKERPDLPPIQ KERPDLPPIQYEPVLC 61.65 1953.00296 2.531486179 SC23A_HUMAN[46-61] 
PVHDVTDASKVKCSGPGLS KVKCSGPGLSPGMVRANLPQSFQVDTS 38.01 2859.437149 6.106796229 FLNA_HUMAN[1450-1476] 
PVPAPAGDQKEVDTSEKKL KFHPDTDDVPVPAPAGDQ 37.38 1904.890488 3.38917121 NUCB1_HUMAN[421-438] 
PVSFEFSDAKDENERASVS KSSHLPTEVIEKPPAVPVSFEFSDA 51.94 2710.385391 2.140654986 MAP1B_HUMAN[1344-1368] 
PYLIAGIQHGCQDIGARSL KFVPYLIAGIQH 52.41 1384.786697 1.687624531 IMDH1_HUMAN[455-466] 
PYLLPLVNQKKVYDLNKIA KTRIAEVGGVPYLLPLVNQ 52.96 2066.188797 4.145313348 CK054_HUMAN[56-74] 
PYQDIRINHTVILDDPFDD KDFVPYQDIRINH 31.28 1643.84198 0.639355858 PPIL4_HUMAN[146-158] 
PYTDEARRSRLNRLYGIQG KQYFSEMPWLAVPYTDEARRS 31.12 2573.237259 1.376864876 NXN_HUMAN[244-264] 
PYVTTDYNFKLPGASEKIG KCQRGIEGTVPYVTTDYNF 49.01 2247.063034 2.486801623 NOL9_HUMAN[651-669] 
QAESECRHSKLSTAEREQA KTLGVSFVQAESECRHS 86.31 1933.93161 1.479886871 CCD22_HUMAN[356-372] 
QAFGWSLPQKYKQVTNGQG KEDGRVQAFGWSLPQ 50.53 1716.858368 1.284905057 JIP4_HUMAN[638-652] 
QALNANVWSNVVMKNDRNQ KRIVQALNANVWS 53.42 1497.841568 1.518184599 P34_HUMAN[160-172] 
QDAVDALMQKAFNSSSFNS KAFNSSSFNSNTFLTR 127.83 1819.8853 1.034131107 RAGP1_HUMAN[500-515] 
QDLFGRAPSKAVNPDEAVA KVQQTVQDLFGRAPS 54.99 1672.889679 -0.105804945 GRP75_HUMAN[394-408] 
QDLYEAGELKWGTDEAQFI KWGTDEAQFIYILGNRS 90.02 1997.000656 3.569352859 ANXA6_HUMAN[191-207] 
QECRTPRAASLMNIPSTSS KFTSGAFLSPSVSVQECRTPRAA 41.37 2495.259094 0.817149612 NUP98_HUMAN[1052-1074] 
QEELDRMTRKPDSMVTNSS KTVLSNVQEELDRMTR 34.25 1917.994186 3.168414192 DC1L2_HUMAN[462-477] 
QEIQVVKLEKRLDDSLLYL KRLDDSLLY 32.69 1121.608047 -0.582199817 RM19_HUMAN[181-189] 
QEQSSGPFKKQSATNLESE KVTSAVVGPSHEVQEQSSGPFK 83.58 2297.165192 -0.561126385 QSER1_HUMAN[957-978] 
QESLERKFGKHGGTIPIVP KHGGTIPIVPTAEFQDRISGASE 50.66 2409.228836 1.824650251 DHE3_HUMAN[480-502] 
QEYQVGQLYSVAEASKNET KEFRVVLPCSVQEYQVGQLY 63.27 2441.241318 2.295553479 PIPNB_HUMAN[5-24] 
QGIADDYDKKKLVKAFKKK KTLTTVQGIADDYDK 60.72 1666.841385 4.989676927 EIF1B_HUMAN[42-56] 
QHLPQNTFTQISRCAKENQ QISRCAKENQL 32.54 1345.6772 1.026249089 YB019_HUMAN[127-137] 
QKDIKNVPFKIVRASNGDA KIVRASNGDAWVEAHG 60.15 1708.864502 -0.954434947 GRP75_HUMAN[143-158] 
QKHNIQALLKDSIVQLCTA KDSIVQLCTARPERPMAF 37.26 2118.071396 0.853134603 KAP0_HUMAN[32-49] 
QKLGGLHFPKEQPQQTVIA KEQPQQTVIADHSLSASHMETTM 33.64 2568.194824 1.268205967 THOC5_HUMAN[454-476] 
QLATLAQRVKEVLPHVPLG KEVLPHVPLGVIQRDLA 38.22 1883.099258 3.285010057 AUP1_HUMAN[371-387] 
QLDVRDNMVKLNDGSQITY KVVQLDVRDNMV 45.42 1414.760239 -0.957759458 AIFM1_HUMAN[232-243] 
QLQNQPQQLELVTTQLAGN NQATGQQQIIIDPSQGLVQLQNQPQQL 31.1 2986.547211 1.346035979 SP4_HUMAN[64-90] 
QLQQEAEPLKQVQPQVQPQ KQVQPQVQPQAHSQPPRQVQL 32.67 2420.30368 0.877162654 CIZ1_HUMAN[401-421] 
QLQSELSRLRQDLQDRTTQ KETEARNLQEQTVQLQSELSRL 54.86 2599.356506 1.791597262 TPR_HUMAN[1507-1528] 
QLSAVQAARKLLSSDRNPP KLLSSDRNPPIDDLIKSGILPILV 77.9 2615.526154 3.543837627 IMA3_HUMAN[97-120] 
QNIQDICNSKHMQKNPPGP IMREHGLNPDVVQNIQDICNS 90.74 2451.163467 1.576802221 ZCCHV_HUMAN[201-221] 
QPAYTNPPHMAHVPQAHVQ MAHVPQAHVQSGMVPSHP 30.82 1940.89856 8.336344997 ATX2_HUMAN[1242-1259] 
QPDDPISFMQLTAKNEMNC KRNVTVQPDDPISFM 32.24 1745.87706 2.161664235 COPB_HUMAN[660-674] 
QQVAAEYCRACRLKSTCIY TRELAQQVQQVAAEYCR 81.6 2049.006149 2.764755002 DDX5_HUMAN[176-192] 
QRGLVGEIIKRFEQKGFRL KPDGVQRGLVGEII 49.87 1479.840927 2.140094886 NDKA_HUMAN[12-25] 
QRSDYLNTFEFMDKLGENL KGLPNVQRSDYLNTF 44.57 1750.900223 2.033810924 IDHC_HUMAN[381-395] 
QRVKILFNKKENALVQMAD KENALVQMADGNQAQLAMSHLNGH 86.59 2576.222351 2.333261334 PTBP1_HUMAN[374-397] 

QSGMMMSQYKLSQNSMHSS KLSQNSMHSSPASSNYQQTTISHSPSS 38.84 2890.31514 -2.200452093 NIPBL_HUMAN[127-153] 
QSGMVPSHPTAHAPMMLMT MAHVPQAHVQSGMVPSHP 30.82 1940.89856 8.336344997 ATX2_HUMAN[1242-1259] 
QSTAKKSGQKTVLSNVQEE KTVLSNVQEELDRMTR 34.25 1917.994186 3.168414192 DC1L2_HUMAN[462-477] 
QTCREEHKKKHPDASVNFS KHPDASVNFSEFS 39.27 1463.668106 2.736959276 HMGB1_HUMAN[30-42] 
QTKTKKTLAKPNIRNVVVV KPNIRNVVVVDGVRTPFLLSGTSY 55.66 2630.454437 2.663418116 ECHB_HUMAN[48-71] 
QTLLQQMQDKFQTMSDQII KFQTMSDQIIGRIDDMSSRIDDLE 30.6 2812.337128 6.397881613 HSBP1_HUMAN[26-49] 
QTLWQDIIEKELSDSVTLS KELSDSVTLSSSDRMH 73.17 1790.846863 1.133541925 NU155_HUMAN[1227-1242] 
QVDDIKRVYSLFLDESRST KGTEVQVDDIKRVY 94.68 1648.878433 -1.134710699 RUVB2_HUMAN[417-430] 
QYLQQEYLPSLQVAPEIIQ KRGPECVQYLQQEYLP 33.2 2006.988373 3.771322297 XPOT_HUMAN[910-925] 
QYVNERNARAAVAGEDGRM KGFAFVQYVNERNAR 38.16 1797.927429 -0.937746414 HNRPC_HUMAN[50-64] 
RAAASSSPERSYELPDGQV RSYELPDGQVITIGNERFRCPEAIFQP 37.94 3191.582199 0.947492438 ACTBL_HUMAN[239-265] 
RANTFVAELKGLDPARVNV KGLDPARVNVPVIGGHAG 65.76 1755.974411 1.004000963 MDHM_HUMAN[185-202] 
RDALTAEKSKIETEIKNKM KIETEIKN 32.93 973.544373 -0.461201371 CYBP_HUMAN[35-42] 
RDDLRFRGVKGTTGTQASF KGTTGTQASFLQLFEGDDHKVEQLD 47.53 2763.335175 4.920141474 PUR8_HUMAN[199-223] 
RDKAVESLRAISHEHSPSD AISHEHSPSDLEAHFVPLV 66.11 2084.0327 2.281154226 2AAA_HUMAN[114-132] 
REEEKLELQKLLERVPIPV KLLERVPIPVKESIEEPSA 53.62 2133.204468 3.419269043 U520_HUMAN[1039-1057] 
REGDVLTLLESEREARRLR KGPVREGDVLTLL 40.12 1395.808563 1.926481948 RS28_HUMAN[47-59] 
RELATLLHMKDLEIQDYQE KDLEIQDYQESGATLIRDRL 65.33 2362.212814 2.416378392 NHEJ1_HUMAN[160-179] 
RELISDNQYRLIVNVNDLR KVRELISDNQY 40.52 1363.709549 -1.059609798 MCM3_HUMAN[35-45] 
RFQEAEERPKMFEELGQRL KMFEELGQRLQ 43.7 1377.707443 2.336490244 HS105_HUMAN[714-724] 
RFTEYETQVKVMSQRHMID KGFGFVRFTEYETQV 44.1 1806.894104 3.596226246 TADBP_HUMAN[145-159] 
RFWRCSNSKKVWYEWAVTA KVWYEWAVTAPVCSAIHNPTGRSYTIGL 63.01 3175.591324 3.576341803 ANM5_HUMAN[610-637] 
RGESIPIRLFLAGYELTPT KYEIMDGAPVRGESIPIRL 36.42 2143.14592 3.03432442 VP26B_HUMAN[230-248] 
RGGNKKYRALRLDVGNFSW LRLDVGNFSWGSECCTR 72.66 2055.925491 6.956964181 RS8_HUMAN[58-74] 
RGTQNIPAGKPSLQTSSAR KPSLQTSSARMPGSVIPPPLVRGGQQASS 42.07 2932.555267 1.682491735 P66A_HUMAN[204-232] 
RHITFVDNAKISYSNPVRQ KISYSNPVRQPLYEFEDCLGGGKP 64.04 2753.348282 4.590774107 ATG7_HUMAN[389-412] 
RKAEAQIAAKNLDKEYLPI KNLDKEYLPIGGLAEFC 66.44 1965.986969 2.021885222 AATM_HUMAN[90-106] 
RKAGQVIRIICILSHPIKN ICILSHPIKNTNDANSCQIIIPQNQVNR 77.83 3259.655365 4.398010954 GDIA_HUMAN[301-328] 
RKMQLKMQEEEEQRRKEEE EEEQRRKEEEEEAR 38.64 1845.845215 -5.976665817 ESPN_HUMAN[769-782] 
RLLGRNSNSKRLLGYVATL KRLLGYVATL 34.45 1132.696808 2.318360908 CSDE1_HUMAN[517-526] 
RLLIDEAILKCDAERIKLE KVRLLIDEAIL 30.71 1281.801987 3.609761919 SYSC_HUMAN[105-115] 
RLLLPGELAKHAVSEGTKA REVQTAVRLLLPGELA 43.57 1764.025742 2.484090734 H2B3B_HUMAN[93-108] 
RNGYGFINRNDTKEDVFVH NDTKEDVFVHQTAIK 80.07 1743.879166 -1.635434413 DBPA_HUMAN[110-124] 
RNLPFDFTWKMLKDKFNEC KACQIFVRNLPFDFTW 42.71 2041.024399 3.872565171 HNRPM_HUMAN[651-666] 
RNQQTIGARKELQKELQEQ KELSEYVRNQQTIGAR 52.34 1890.991135 1.7271366 BZW1L_HUMAN[98-113] 
RPGGVVHSFSHNVGPGDKY SHNVGPGDKYTCMF 35.3 1611.681015 -0.386552918 CS010_HUMAN[52-65] 
RQQEGESRLNLVQRNVNVF KIVVVTAGVRQQEGESRL 60.86 1968.111618 -2.518149862 LDHB_HUMAN[91-108] 
RQQYESVAAKNLQEAEEWY LRDVRQQYESVAA 34.92 1533.789932 -0.741952973 VIME_HUMAN[269-281] 
RRGNVAGDSKNDPPMEAAG KNDPPMEAAGFTAQVIILNHPGQISAGYAPVLDCHTAHIAC 74.04 4384.11911 2.461611952 EF1A1_HUMAN[330-370] 
RRKKMELLQKYASETLQAQ KYASETLQAQSEEAR 128.3 1709.821991 -0.928166797 ISY1_HUMAN[266-280] 
RSCFEDPEWKQLMGQVLAK MREVRSCFEDPEW 32.68 1739.739563 2.196305747 MBB1A_HUMAN[1040-1052] 
RTICSHVQNMIKGVTLGFR MIKGVTLGFRY 62.87 1283.706009 1.920221595 RL9_HUMAN[80-90] 
RTKTLVKNCIVLIDSTPYR IVLIDSTPYRQWYESHYALPLGR 50.51 2776.433655 6.338347026 RS8_HUMAN[101-123] 
RTMGCIRVDKITEYLCEPL KITEYLCEPLR 69.93 1420.738403 1.956025116 AP1B1_HUMAN[117-127] 
RTPVMNSEAKVLVPGIPGH KVLVPGIPGHHAAI 37.19 1407.835052 -2.172839777 WDR43_HUMAN[402-415] 
SAAEEVKTYKRRIEEMEDE KAVSAAEEVKTY 75.06 1294.676849 -0.281923632 MIA3_HUMAN[1558-1569] 
SADRSEESFKQYFSEMPWL KQYFSEMPWLAVPYTDEARRS 31.12 2573.237259 1.376864876 NXN_HUMAN[244-264] 
SAGHGLPAKFVIHCNSPVW KNGPLEVAGAAVSAGHGLPAK 33.93 1943.058838 0.640227653 H2AY_HUMAN[251-271] 
SCQFGPDVTKAFLEENNLD KAFLEENNLDYIIRSHEV 98.18 2189.111633 2.69013234 PPP5_HUMAN[412-429] 
SDHFPVGCMKVGTSFSIPV KVIKNPVSDHFPVGCM 51.02 1826.91716 2.098617323 NEP1_HUMAN[157-172] 
SDLISVLREANQAINPKLL KQVSDLISVLRE 71.19 1385.787811 1.06149007 DDX5_HUMAN[451-462] 
SDRDGVPVIKVANDNAPEH KVANDNAPEHALRPGFLS 81.54 1934.996231 -0.716797262 MK1I1_HUMAN[34-51] 
SDVNDDVRRAAVESLGFIL LLHVAVSDVNDDVRR 41.78 1706.906387 0.107797359 PSMD1_HUMAN[602-616] 
SEAYLITLGKFINMFAVLD KFINMFAVLDELKNM 60.02 1811.931366 4.247401499 CYFP1_HUMAN[163-177] 
SEQTRVNAAKNKTGAAPII KLWTLVSEQTRVNAA 73.45 1714.9366 2.432742995 RL27A_HUMAN[77-91] 
SETGTFLISPHTEASRPLP AGGGDKVSETGTFLIS 36.67 1537.762421 -4.687330046 CC107_HUMAN[183-198] 
SFERHEDAQKAVDEMNGKE KGFGFVSFERHEDAQ 36.75 1752.821991 0.212799704 PABP1_HUMAN[231-245] 
SFISKDSIQKSLQMYLERL KSLQMYLERL 56.47 1279.695801 4.939455139 D3D2_HUMAN[288-297] 
SGAGDIKLTKDGNVLLHEM KDGNVLLHEMQIQHPTA 65.7 1929.973068 2.618689392 TCPZ_HUMAN[58-74] 
SGEADAASRALTGSEDYLL KPYVSGEADAASR 58.88 1349.657516 -0.788348146 PPM1F_HUMAN[334-346] 
SGEVERLLFRSNISSKAQY KGVVSGEVERLLF 60.61 1431.808563 2.387889057 CEBPZ_HUMAN[417-429] 
SGGLEVLAEKCPNLTHLNL KCPNLTHLNLSGN 52.73 1466.72998 -0.516795873 AN32A_HUMAN[86-98] 
SGGSRGGRIFRSSDFAKNF AEVSGGSRGGRI 43.26 1144.594879 -9.737943271 SORT_HUMAN[186-197] 
SGIGPSAARKFVDEGIKTL KFVDEGIKTLEDLR 54.49 1661.898819 1.662556089 DPOLB_HUMAN[113-126] 
SGRIPPNVEKSIKKEMAQY KTLRDPSLPLLELQDIMTSVSGRIPPNVE 40.67 3217.738022 8.92552464 ACACA_HUMAN[887-915] 
SIEDSVISLSGDHCIIGRT SGDHCIIGRTLVVHE 47.17 1691.841354 0.171410871 SODC_HUMAN[108-122] 
SIGRKREWFKVEDAIKVLQ KVEDAIKVLQCH 83.55 1438.760223 0.939002885 NUD10_HUMAN[121-132] 
SKALSTSCLVCCLCQNPAN LPLSSTMHLGPVVSKALSTSCL 30.74 2313.207245 -5.181118132 RAI1_HUMAN[1664-1685] 
SKWQRVSNFKPGVYAVSVT KPGVYAVSVTGRLPQGIVREL 42.81 2238.284836 1.6508176 SPT4H_HUMAN[81-101] 
SLWAKLKLQKASERWQPDT KASERWQPDTEEEYEDSSGNVVN 76.63 2668.152466 2.936488863 SF3A3_HUMAN[466-488] 
SLWATDYGMKSIVGEIVRE KSIVGEIVREIGQ 66.12 1426.814362 3.37815495 CND1_HUMAN[272-284] 
SMPLVEERHRILNETGKIL ILRSDTDVSMPLVEERH 50.41 1996.004761 1.323644137 CI064_HUMAN[133-149] 
SNELLEEAFSVFGQVERAV SVFGQVERAVVIVDDRGRPSG 39.8 2242.181854 4.560736223 NONO_HUMAN[169-189] 
SNIDGTHIAKTLAQLNPES KPYSSGGPRVWYVSNIDGTHIA 38.57 2403.197144 2.121340737 G6PI_HUMAN[172-193] 
SNRCITTFEKAHDGAEVCS KLWDGVSNRCITTFE 38.35 1824.882874 4.301645937 CSTF1_HUMAN[287-301] 
SNSGITRVEKAKIGLIQFC KVSNSGITRVE 33.67 1188.64624 0.802593714 TCPD_HUMAN[232-242] 
SQARPPPNQKKGSRTPIII KTQTPAAQPVPRPVSQARPPPNQ 48.19 2464.32988 -2.612880707 CDC73_HUMAN[331-353] 
SQEEEDRKPKAEEDEILNR KSDAEEDGGTVSQEEEDRKP 72.47 2204.966904 -0.703411918 CALX_HUMAN[553-572] 
SQEHIETAYRIWLEPCIRG RIWLEPCIRGVC 30.67 1557.790817 1.832723604 UBP48_HUMAN[33-44] 
SQPENKPESKPGPVGPELP KPGPVGPELPPGHIPIQVIR 44.66 2100.220779 0.001428421 BAG3_HUMAN[324-343] 
SQRHSTPQNKNAVSVHSNL KNLSELQDTSLQQLVSQRHSTPQN 39.76 2750.394714 1.558685369 TDIF2_HUMAN[321-344] 
SRAIGDVFQKPYVSGEADA KPYVSGEADAASR 58.88 1349.657516 -0.788348146 PPM1F_HUMAN[334-346] 
SRFLRLYLRKEGYDFHSSS KEGYDFHSSSEFEIVKAI 41.85 2085.005463 3.981284532 ACTZ_HUMAN[200-217] 
SRPLNPFTAKALSGTSPDD KALSGTSPDDVQPGPSVGPPSKDKD 46.88 2478.223831 -0.564517209 NOSIP_HUMAN[132-156] 
SRPSLLADSKDVMDSTTTQ KWNVSRPSLLADS 38.95 1471.778305 -0.26022941 PRP8_HUMAN[1636-1648] 
SSEQVLKFRKLNFNGEGEP KLNFNGEGEPEELMVDNWRPAQPLK 63.45 2910.43338 4.085989421 CAH2_HUMAN[227-251] 
SSSLKLNAFKALDSVISMT KALDSVISMTEGMEAFLRGRQNE 39.78 2581.262817 4.619831782 VIR_HUMAN[505-527] 
SSYKDWEESKDDQKDAEEE KDDQKDAEEEGGDQAGQNIR 94.01 2201.97847 -0.221164742 PRP16_HUMAN[86-105] 
SVQLPITLNKFFQPTEMAS KFFQPTEMASQDFFQRW 60.58 2192.014954 4.022782775 AP2A2_HUMAN[825-841] 
SVRIPPDSEKSNLIRIEGD KSNLIRIEGDPQGVQQA 59.12 1851.980255 0.495145668 VIGLN_HUMAN[477-493] 
SVTGIFLPILRTGFRQVVQ LRTGFRQVVQGLLSET 30.78 1803.00029 3.122572986 MCM7_HUMAN[281-296] 
SYDQATSLRILNNGHAFNV KPLSVSYDQATSLR 66.56 1563.825653 2.1863051 CAH2_HUMAN[45-58] 
TADVINAAEKLQVVGRAGT KLQVVGRAGTGVDNVDLEAATR 66.69 2268.218613 2.469338699 SERA_HUMAN[69-90] 
TAPPARNRSKTALYVTPLD KTALYVTPLDRVTEFGGELHEDGG 39.42 2603.286758 2.533335976 CGBP1_HUMAN[16-39] 
TARSLQYEYKANSNLVLQA KANSNLVLQADRSLIDR 46.53 1912.048981 0.088909856 U520_HUMAN[14-30] 
TAYNHLFETKRFKGTESIS KDHLVTAYNHLFET 41.35 1686.836563 2.287714225 FKBP3_HUMAN[56-69] 
TDGHHASSRKRRRKGAEGL QEDGTQPQVNGQQVGCVTDGHHASSR 73.03 2791.23288 -1.862617783 UBP36_HUMAN[888-913] 
TDQESFNNVKQWLQEIDRY KQWLQEIDRYA 57.03 1448.74118 2.701655792 RAB1A_HUMAN[103-113] 
TEAEIVPMGKNSHCVRFVP KIPEINSSDMSAHVTSPSGRVTEAEIVPMG 36.35 3138.532532 6.560390816 FLNB_HUMAN[2120-2149] 
TEAGMAIAMALTGGIGFIH ALTGGIGFIHHNCTPEFQANEVR 90.72 2567.233948 0.247347929 IMDH2_HUMAN[83-105] 
TECEQKKLAKMQLHGIAQP KMQLHGIAQPVTAVALATASLQTEKDN 53.8 2834.496002 3.700481494 GABPA_HUMAN[428-454] 
TEEGKRHPYKMNLASEPQE KMNLASEPQEVLHIGSAHN 74.58 2074.026535 2.163424587 PDLI1_HUMAN[103-121] 
TEELFQRLPRRMPQAPPSL RRMPQAPPSLCVTPYPEPSECSW 54.32 2744.2509 4.32577065 SYVC_HUMAN[1077-1099] 
TEKVLAAVYKALSDHHIYL KALSDHHIYLEGTLL 46.76 1708.914795 1.484567872 ALDOA_HUMAN[215-229] 
TEMAMNPHIKQNAQCLHGD KQNAQCLHGDIAQSQREITL 48.83 2309.154602 1.489289629 DDX50_HUMAN[412-431] 
TEPLNLNPAKRPRRQDWDG KGVREVTEPLNLNPA 31.1 1635.894394 2.976964783 NEUA_HUMAN[185-199] 
TERMPTPVIKAFGILKRAA KIGGVTERMPTPVI 39.02 1496.838486 2.356967724 FUMH_HUMAN[80-93] 
TFDDHDPVDKIVLQKYHTI KRGFGFVTFDDHDPVD 31.38 1850.85881 2.729543698 ROA2_HUMAN[152-167] 
TFSSMAEVDAAMAARPHSI AAMAARPHSIDGRVVEP 50.68 1775.910065 -0.109239766 ROA2_HUMAN[77-93] 
TGGMCSVYLKDSEKVVSIS KVRDTYLDTQVVGQTGVIRSVTGGMCSVYL 59.03 3301.679932 1.114584113 SPT5H_HUMAN[987-1016] 
TGPRSALAPNLLTSGKKKK RFCAFGGNPPVTGPRSALAP 52.65 2071.042175 3.847821206 RPA34_HUMAN[148-167] 
TGVTRVTIRKSKNILFVIT VTGVTRVTIR 38.83 1100.666611 -0.342519702 NACA_HUMAN[88-97] 
THPRMRRYIKNPRIVLLDS KNPRIVLLDSSLEY 53.43 1645.903885 3.055463959 TCPG_HUMAN[234-247] 
TIAQGGVLPNIQAVLLPKK KLLGRVTIAQGGVLP 43.41 1520.940247 2.029665535 H2A1B_HUMAN[96-110] 
TLCGHLHHGKTCFVDCLIE KTCFVDCLIEQTHPEIR 88.17 2145.034698 1.737034838 U5S1_HUMAN[142-158] 
TLEARNSSEKLPTELSKEE KVTLEARNSSE 43.4 1232.636047 0.427539014 P80C_HUMAN[263-273] 
TLLSDYEVCKEGDVLTPEQ KRGVVTLLSDYEVC 50.35 1637.844696 2.684015164 MRT4_HUMAN[163-176] 
TLSSSDRMHALSLKIVLLG KELSDSVTLSSSDRMH 73.17 1790.846863 1.133541925 NU155_HUMAN[1227-1242] 
TNGQGENKMKNLPVPVYLR KNLPVPVYLRPLDEKDTSM 75.13 2214.171814 3.49024405 JIP4_HUMAN[667-685] 
TNSNSAERRKPHSWWGARR KAPPAPLAASEVTNSNSAERR 59.62 2165.118835 0.229548601 MAN1_HUMAN[171-191] 
TPEGLQMVKKNFEWVAERV KNFEWVAERVELLL 39.24 1744.951172 2.992633882 PUR6_HUMAN[247-260] 
TPERIAENFKVFDFELSSQ KSVTPERIAENF 46.71 1389.725204 1.83345599 ALDR_HUMAN[263-274] 
TPNSLSTSYKTVSLPLSSP KTQTRLEGEVTPNSLSTSY 41.83 2110.054214 0.615150071 ANKH1_HUMAN[1643-1661] 
TPTSSFLHHQMGLCYRAQM KALEVTPTSSFLHH 42.51 1565.82019 1.776704642 IFIT5_HUMAN[274-287] 
TQLANRTPGKEAVAMESYA QTVKDSRTVYGGGCSEMLMAHAVTQLANRTPG 35.24 3434.649338 -0.115004462 TCPB_HUMAN[399-430] 
TQSNFAVGYKTDEFQLHTN KSRVTQSNFAVGY 51.18 1455.747025 0.684871741 VDAC1_HUMAN[161-173] 
TSAANLRMHIFSMNMKSRF KDDPSAMDFVTSAANLRMH 93.22 2104.966995 2.987220234 SAE2_HUMAN[346-364] 
TSVSTKRNHKCDPEKETVE KCDPEKETVEVSV 50.78 1518.723572 1.311627762 S39AA_HUMAN[152-164] 
TTDDRAYVRQLVTSMDVTE KSDVLQPGAEVTTDDRAYVR 33.66 2219.118225 -0.460993916 SC24C_HUMAN[913-932] 
TTGHYTIKNGDSLQLSNAE GDSLQLSNAEAMLIL 30.98 1573.802124 1.370566202 TPC10_HUMAN[818-832] 
TTKSQIPLSKIKTLFPLIE KIKTLFPLIEA 41.08 1271.785278 2.086830258 KU86_HUMAN[532-542] 
TTQYGGQYRTVHTEWTQRD RGLSRQPALSAACLGPEVTTQYGGQYR 40.96 2935.47226 -0.482716195 ACPH_HUMAN[18-44] 
TTVQQRGAAVIKARKLSSA KGEFVTTVQQRGAA 67.59 1490.784149 -0.735854349 MDHC_HUMAN[220-233] 
VAGTNYFIKVHVGDEDFVH VHVGDEDFVHL 40.7 1265.60408 2.103343409 CYTB_HUMAN[57-67] 
VAIRTAKGEKFVMQEEFSR KFVMQEEFSRDG 70.48 1471.676559 1.362391748 PDIA3_HUMAN[335-346] 
VANTMEDFQKILDSGKIVQ KTHMVVANTMEDFQ 83.14 1649.754166 2.931345833 SYEP_HUMAN[1421-1434] 
VAQQLASALSYLENKNLVH HVPMAWKMVVAQQLASAL 34.34 1979.048477 9.006348357 TYK2_HUMAN[705-722] 
VASPRGPLRKDPEPEDEVP IREECGPLPIVVASPRGPLR 41.49 2215.225922 0.464963862 RT05_HUMAN[373-392] 
VCDNGTGFVKCGYAGSNFP KCGYAGSNFPEHIFPALVGRP 54.27 2316.147354 1.821127655 ARP2_HUMAN[19-39] 
VDDRGRATGKGFVEFAAKP KGFVEFAAKPPAR 75.83 1416.78775 -0.047290076 PSPC1_HUMAN[198-210] 
VDEIELLCQRRALEAFDLD KRYYGGAEVVDEIELLCQ 47.27 2141.04628 -0.485276759 GLYM_HUMAN[103-120] 
VDVLDSIKTKGKSADFTNF KVVDVLDSIKT 56.28 1215.707458 3.344554624 CAH2_HUMAN[158-168] 
VDVRIGMTRKFGYVDFESA KNDLAVVDVRIGMTR 55.47 1685.924667 0.886160591 NUCL_HUMAN[333-347] 
VEDGYEFFAKRQLVTLFSA KRQLVTLFSAPNYCGEFDNAGAMM 86.55 2719.255646 3.720503445 PP1A_HUMAN[260-283] 
VEMKDSGYKVSDPENLYLK VSDPENLYLKQGIAN 30.35 1659.846771 2.344192288 NFIL3_HUMAN[425-439] 
VEPVGPVGFKPETFRKFLA KRVVVEPVGPVGF 32.53 1381.808197 2.125475885 RM37_HUMAN[394-406] 
VEPYNSILTTHTTLEHSDC THTTLEHSDCAFMVDNEAIYDICR 81.83 2897.241867 0.771423341 TBA1A_HUMAN[191-214] 
VESEGERKTKVERDIGEGN KVERDIGEGNLSTAAAA 43.46 1700.869293 2.045424663 SMRC2_HUMAN[848-864] 
VGDVAYDEAKERASFITPV KERASFITPVPGGVGPMTVA 46.18 2013.071747 3.519497013 C1TC_HUMAN[262-281] 
VGTPGRILALARNKSLNLK KNCPHIVVGTPGRILA 52.92 1730.961395 -0.20971005 UAP56_HUMAN[163-178] 
VGTPGRILALVRNRSFSLK KNCPHVVVGTPGRILA 67.8 1716.945755 -1.980843012 DDX39_HUMAN[162-177] 
VGVLLGSWQKKVLDVSNSF KRVVGVLLGSWQ 30.72 1340.792862 -3.309981822 PSD7_HUMAN[33-44] 
VHAEDGTTSKYFVSSGSIA AHVPTLQVLRPGLVVVHAEDGTTS 54.08 2495.349655 2.271024419 ATPD_HUMAN[72-95] 
VHDGFEGLAKGQVQEVGWH KGQVQEVGWHDVAGWLGRGGSMLGT 64.24 2624.291824 2.148389119 K6PL_HUMAN[444-468] 
VHGVATVAEKTKEQVTNVG KEGVVHGVATVAE 67.96 1294.688126 0.624088523 SYUA_HUMAN[45-57] 
VHIMDFQRGKNLRYQLLQL KNLRYQLLQLVEPFGVISNHLILN 70.32 2820.601379 2.496630702 MATR3_HUMAN[409-432] 
VISLQLTAEKRVATPVDWK KRVATPVDWKDGDSVMVLPTIPEEEA 35.98 2881.453156 3.468735898 PRDX6_HUMAN[173-198] 
VKDELWLVMKLLSGGSVLD KLLSGGSVLDIIKH 71.99 1478.88205 2.035997394 OXSR1_HUMAN[93-106] 
VKGRKTEKEKFAGGDYTTT KFAGGDYTTTIEAFISASGRAIQGGTSHHLGQNFS 78.43 3625.75499 3.646688769 SYEP_HUMAN[1215-1249] 
VKLFSEVENKNVPLPEFPE KNVPLPEFPEHPFQEEHL 43.72 2186.079636 2.696608075 IDE_HUMAN[281-298] 
VKQASEGPLKGILGYTEHQ KGILGYTEHQVVSSDFNSDTHSSTFDAGAGIALNDHFV 55.46 4035.887543 7.162984521 G3P_HUMAN[271-308] 
VLDDKDYFLFRDGDILGKY KVVLDDKDYFL 42.06 1353.718018 0.882015297 CH10_HUMAN[80-90] 
VLGQFLVLKKDEDLFREWL KDEDLFREWL 50.98 1349.661545 3.385293163 BAF_HUMAN[54-63] 
VLHQATILPKTGTVSLEVR KTLARALGLGVEQLPVVFEDVVLHQATILP 40 3225.848923 4.684038329 FAS_HUMAN[897-926] 
VLLFETALLSSGFSLEDPQ SSGFSLEDPQTHSNRIYR 45.34 2092.992615 0.299571052 HS90B_HUMAN[665-682] 
VLVATVRALKMHGGGPTVT KMHGGGPTVTAGLPLP 40.77 1531.8181 0.309436218 C1TC_HUMAN[705-720] 
VMALGDYMGASCHACIGGT ASCHACIGGTNVRAEVQ 80.25 1828.830856 -0.040463009 IF4A1_HUMAN[129-145] 
VMNYSEIESKVREATNDDP KVREATNDDPWGPSGQLMGEIA 46.22 2370.127396 2.627284934 EPN4_HUMAN[27-48] 
VMSATMELAKLSAFFGNCP KLSAFFGNCPIFDIPGRLYPVRE 37.69 2695.394455 5.786166092 DHX40_HUMAN[217-239] 
VPQALIDQLKPGGRLILPV KPGGRLILPVGPAGGNQMLEQYD 46.77 2409.247452 2.307359502 PIMT_HUMAN[174-196] 
VQDGITLITKEEASGSSVT KEEASGSSVTAEEAK 99.9 1521.715805 -0.008542988 KU86_HUMAN[688-702] 
VQERESLLVKIKVLEQDKA KNQCTQVVQERESLLV 79.2 1929.994202 2.165809615 DESP_HUMAN[1802-1817] 
VRHGETRFNKEKIIQGQGV KEKIIQGQGVDEPLSETGF 38.09 2074.058243 2.685074066 CL005_HUMAN[18-36] 
VRSPEGTPQKIRQLIDEGI KIRQLIDEGIAPEEGGVDA 56.43 2009.042908 3.417547715 NIPA_HUMAN[31-49] 
VSGADDYTVKLWDIPNSKE KYHVVSGADDYTV 55.05 1452.688522 1.13031801 UTP15_HUMAN[134-146] 
VSGEVERLLFRSNISSKAQ KGVVSGEVERLL 44.32 1284.740143 3.378893408 CEBPZ_HUMAN[417-428] 
VSNRLVTSPCCIVTSTYGW KVVVSNRLVTSP 30.47 1297.77179 2.744704445 HS90A_HUMAN[585-596] 
VSPASDYKDKYSHLIGKGA KELAQRQEEEAAQQGPVVVSPASDYKD 99.28 2971.452271 2.245030171 SPAG7_HUMAN[139-165] 
VSQHQALLGTIRADGKISE KFENAFLSHVVSQHQALLG 47.93 2124.111618 1.057383228 ATPA_HUMAN[506-524] 
VTAALNCVGKGMDKKKAAD KRVLGFSEPTVVTAALNCVG 38.06 2117.130325 3.986055984 PRPF3_HUMAN[20-39] 
VTCLDEARHGFESGDFVSF KDNPGVVTCLDEARH 56.03 1709.815521 1.645206729 UBA1_HUMAN[226-240] 
VTTSGDHKAKVFCVQRPDR KDASLVVTTSGDHKA 64.5 1527.789291 -0.457523825 AAMP_HUMAN[410-424] 
VVFGNDKLIKEGDIVKRTG KEGDIVKRTGAIVDVPVGEELLG 34.97 2393.316589 3.022165991 ATPA_HUMAN[126-148] 
VVIPAGVPRKPGMTRDDLF KPGMTRDDLFNTNA 48.13 1578.746033 1.799529462 MDHM_HUMAN[105-118] 
VVLCNLKPQKMRGVESQGM KMRGVESQGMLLC 57.64 1507.730911 1.467768541 SYYC_HUMAN[430-442] 
VYGPHEIRGSRARALPDRA KALAVVYGPHEIRG 81.02 1508.846329 4.130970716 EXOS4_HUMAN[47-60] 
VYNHTAANSKWIQEHPECA KWIQEHPECAYNLVNSPHL 49.57 2334.121506 1.506348316 GDE_HUMAN[226-244] 
WDSETGERVKRLKGHTSFV KTVAVWDSETGERV 54.69 1575.789291 0.38139617 WDR57_HUMAN[131-144] 
WDSIIQQATKNVDILKDPE KNVDILKDPETVKQLGSIL 45.01 2109.204498 2.254404447 XPO1_HUMAN[674-692] 
WDTAGQERFKTITTAYYRG KLQVWDTAGQERF 94.85 1576.799789 0.071664139 RAB13_HUMAN[58-70] 
WEDIRERFVKEPAFEDITL KEPAFEDITLESER 83.66 1662.810043 2.490362635 PR40A_HUMAN[776-789] 
WHRLEELYTKKLWHQLTLQ MKDVPGFLQQSQSSGPGQPAVWHRLEELYT 30.22 3384.656113 4.841850827 PSD13_HUMAN[1-30] 
WNHETQTLVKTFEVCDLPV KTFEVCDLPVRAA 64.4 1504.770798 1.976380725 COPB2_HUMAN[51-63] 
WQEVFDDKAKLAPGTIVEV KGSIVWQEVFDDKA 36.9 1620.814774 3.177414275 HEXB_HUMAN[400-413] 
WVNEEDHLRVISMQKGGNM KTFLVWVNEEDHLR 76.1 1784.920959 2.304303717 KCRB_HUMAN[223-236] 
YAMGFNRPSKIQENALPMM KPQLLQGVYAMGFNRPS 98.77 1904.993073 4.067731327 DD19A_HUMAN[99-115] 
YESLPEELQKCFDVKDVQM KRLGPGGLDPVEVYESLPEELQ 58.21 2424.253632 3.217485125 CDC37_HUMAN[285-306] 
YKERLGLPPKIVIGYQSHA KIVIGYQSHADTAT 59.8 1502.772903 1.070687392 IF4E_HUMAN[192-205] 
YLENKEQIGKVDEIFGQLR KVDEIFGQLRDFYF 61.94 1775.888275 4.19339443 NOLA1_HUMAN[112-125] 
YLIDSGAQYKDGTTDVTRT KDGTTDVTRTMHFGTPTAYE 45.14 2227.021576 2.85044387 XPP1_HUMAN[421-440] 
YMPCLYVYNKIDQISMEEV KIDQISMEEVDRLAR 59.61 1801.935593 3.035624592 DRG2_HUMAN[247-261] 
YQDPQGRHVKTYEVSLREK KTYEVSLRE 40.33 1123.587311 2.759020122 DDB1_HUMAN[191-199] 
YSKTQQSFEKQGFHSGTPA KQGFHSGTPAASFNLPSALGSGGPINPATAAAYPPAPFMH 99.09 3933.926071 2.010713943 UBP2L_HUMAN[995-1034] 
YTIKALEAHKRAEEFLTAS KRAEEFLTASQEAL 50.34 1591.820541 1.910391229 2A5D_HUMAN[589-602] 
YTTTVHWLESRRFSPIPFP SRRFSPIPFPPLSY 34.96 1662.888199 2.864293584 PRP8_HUMAN[819-832] 
AEQYLKIMGKILDQGEDFP KILDQGEDFPASEMTRIAR 71.16 2176.09462 0.648868844 ERP29_HUMAN[208-226] 
AFPAREFLRKKLIGKEVCF KDTPDEPWAFPAREFLR 50.84 2074.027206 0.25313072 SND1_HUMAN[71-87] 
AKLFPKSDSKALDLLDRML KALDLLDRMLTFNPN 61.27 1759.929062 3.943340757 MK03_HUMAN[302-316] 
ALTFSYGRALQASALKAWG KPWALTFSYGRA 38.07 1395.729904 2.219627158 ALDOA_HUMAN[294-305] 
APESAPLKSKMIYASSKDA KKEDLVFIFWAPESAPLKS 70.04 2204.18811 5.083050738 COF1_HUMAN[95-113] 
ARDEFEGLFKQPAENVNQY KNFPNAIEHTLQWARDEFEGLF 41.88 2661.297562 3.761323102 UBA1_HUMAN[635-656] 
AVTAPVCSAIHNPTGRSYT IHNPTGRSYTIGL 35.2 1427.752106 2.693744932 ANM5_HUMAN[625-637] 
CFVRGPPKGKRRGGRRRSR KEAQAAMEGLNGQDLMGQPISVDWCFVRGPPKG 62.43 3585.716675 1.978962825 RBM8A_HUMAN[125-157] 
DALGSLTHSRREALEKTEK KICDQWDALGSLTHS 45.45 1729.809372 2.919396832 ACTN4_HUMAN[497-511] 
DCHGLPIEIKVLSELGREA KVLSELGREAQNLSAMEIR 41.97 2143.141876 1.589722098 SYIM_HUMAN[163-181] 
DEADIGPWAKARIQAGAEA KARIQAGAEA 46.89 1013.561752 -0.552507037 MAGD2_HUMAN[528-537] 
DHHLPPPAAKTVVENLPRT KTVVENLPRTVIRGSQAEL 39.44 2109.190582 2.598153077 RN181_HUMAN[56-74] 
DLAQQVVLSSYRAHAAQVT SYRAHAAQVTCVAASPH 84.37 1824.868942 -0.986920188 MEP50_HUMAN[162-178] 
DTAGQERYHSLAPMYYRGA KFEIWDTAGQERYH 43.28 1778.837616 3.910418769 RAB5A_HUMAN[70-83] 
DTTSRRILYKLPGHAGSIN KLPGHAGSINEVAFHPDEPIIISASSD 49.82 2800.403152 0.267818582 WDR57_HUMAN[322-348] 
EAMAFASIYKLDNLVAILD KLDNLVAILDINRLGQSDPAPLQHQMDIYQ 78.25 3417.771439 4.805470551 TKT_HUMAN[174-203] 
EEQMIEVGRKDLLRRTIKK KSWEEQMIEVGR 47.45 1490.718735 1.956774227 TFAM_HUMAN[216-227] 
EERGRPIAGKGRKESAQPP KQICSCDGLTIWEERGRPIAG 72.29 2445.189285 1.201134005 CCS_HUMAN[241-261] 
EMDNMLIQIKTQVEASEES KTQVEASEESALNHLQNPGDAAEGRAA 74.39 2792.332474 2.054912892 MOFA1_HUMAN[68-94] 
ENGTFPGWPKETSSALTHA KETSSALTHAGAHLDLSAFSSWEELASLGLDRL 78.52 3511.758286 5.745554892 SF3A3_HUMAN[231-263] 
ETVLGQEMYKLLLFDLLTV YKQLPCWETVLGQEMY 30.11 2059.938324 3.838949889 TMC4_HUMAN[464-479] 
FKPEELVDYKSCAHDWVYE KEISLWFKPEELVDY 49.15 1894.971634 4.004281575 NDKB_HUMAN[128-142] 
FNVRNGYGFINRNDTKEDV INRNDTKEDVFVHQ 33.22 1713.843445 -1.209562055 DBPA_HUMAN[107-120] 
GDHGQEALESAHVCLINAT RLWGDHGQEALE 63.98 1409.668762 1.845823693 ULA1_HUMAN[18-29] 
GDMASLALLQRQFDVDILI KIGLIHGHQVIPWGDMASLALL 34.19 2368.308929 3.577658259 VPS29_HUMAN[81-102] 
GRRSPLAAARTESGCDAEG RTESGCDAEGRASPAEGSAGSPGSPTCCRC 44.76 3126.260788 0.38160604 KLRG2_HUMAN[192-221] 
GRTTLKREDKSPIAPEELA KSPIAPEELALVHNLR 91.17 1786.010071 1.316341961 RT29_HUMAN[279-294] 
GVCKLLKYIKDTYNNPVIY KDTYNNPVIYITENGF 30.51 1886.905029 -6.553588978 GBA3_HUMAN[361-376] 
GVELGKQLAKKIEPELDGS KKIEPELDGSAQVT 48.97 1513.798767 1.55701012 G6PI_HUMAN[523-536] 
GYRVALREKKVVYENAYGQ KVVYENAYGQFIGPHRI 76.14 1990.042465 0.04924518 TRXR1_HUMAN[274-290] 
HSKNFTKYPKKFYPLEIDY KKFYPLEIDYGQDEEAV 43.12 2042.983658 5.356871044 PARP1_HUMAN[636-652] 
IETPTNPTQKVIDIEGCAH KVIDIEGCAHIVH 84.22 1489.771133 -1.992923567 CGL_HUMAN[165-177] 
IGPDHDKFSAMKYEQGTGC KLGGSPTSLGTWGSWIGPDHDKFS 32.14 2529.228867 2.307027283 GLU2B_HUMAN[438-461] 
IKEHREYSTKQLTNLVNVC KQLTNLVNVCLGSHINK 47.42 1937.051651 2.648871029 CC132_HUMAN[930-946] 
IKPGAEQSFLYGNHVLKSG KVWIKPGAEQSF 37.81 1388.745224 -1.591364609 NIP7_HUMAN[96-107] 
IQMMRVLQQKLEAIEDDSV KLEAIEDDSVKETDSSSASAATPSK 121.84 2565.229309 0.959758253 UBP14_HUMAN[214-238] 
IYEDVERQWKGHDLNEDGL KGHDLNEDGLVSWEEY 56.69 1889.843155 5.337479977 CALU_HUMAN[114-129] 
KAIQNKDRAKVEFNIRKPN KVEFNIRKPNEGADGQW 75.29 1986.99115 2.230508173 PAIRB_HUMAN[303-319] 
KFETSKYYVTIIDAPGHRD TIIDAPGHRDFIK 53.96 1481.799057 0.813200679 EF1A1_HUMAN[88-100] 
KQLMGQVLAKVTENLRVLG KVTENLRVLGEAQT 58.59 1556.852203 2.313000549 MBB1A_HUMAN[1062-1075] 
LCAATGPSIKIWDLEGKII KHLYTLDGGDIINALCFSPNRYWLCAATGPSI 60.89 3622.770081 4.740019271 GBLP_HUMAN[225-256] 
LDGKHVVFGKVKEGMNIVE KVKEGMNIVEAME 40.58 1476.731598 1.534469773 PPIA_HUMAN[131-143] 
LDGKHVVFGKVLEGMEVVR KVLEGMEVVR 53.47 1158.643066 6.928794756 PPIB_HUMAN[163-172] 
LEDKGQVLNIQMRRTLHKA KGFPTDATLDDIKEWLEDKGQVLN 55.44 2731.370468 5.375689666 LA_HUMAN[116-139] 
LEPCIRGVCRRNCKGNPNC RIWLEPCIRGVC 30.67 1557.790817 1.832723604 UBP48_HUMAN[33-44] 
LHECMIRLFNTAVCESKDL AIDSSHPWLHECMIRLF 30.07 2111.008072 3.737550843 NARG1_HUMAN[700-716] 
LLEQRHKHNKACCPLEGVR KACCPLEGVRPSPQQTEYRN 39.07 2389.126678 1.42478841 HTF9C_HUMAN[222-241] 
LMVHRTEVVKNNLNPVWRP KNNLNPVWRPF 54.29 1383.741135 1.885468267 CPNE3_HUMAN[184-194] 
LPEVTKPEGKDYALHWLVL KNTPFLYDLVMTHALQWPSLTVQWLPEVTKPEG 70.89 3837.980408 4.696480462 RBBP7_HUMAN[25-57] 
LSWLPLHEDKEEAVQTFNY KPDCVNVEEVLPHWLSWLPLHED 33.5 2811.369034 4.580686436 IPO5_HUMAN[983-1005] 
LVYEQDRPLKCDEPILSNR RYVWLVYEQDRPL 44.84 1735.904572 1.820952632 PEBP1_HUMAN[119-131] 
MRQIPYTMMKFACFERTVE KFACFERTVEALY 39.82 1632.796997 2.974650253 MPCP_HUMAN[234-246] 
MTAGRGILHAEMPCSEEPA KMNPGDLQWMTAGRGILH 40.16 2024.008408 3.491092217 PIR_HUMAN[84-101] 
NDKPKNQLNKETDPVKSPP KETDPVKSPPLPEHQ 48.8 1700.873337 -0.619093719 ZN828_HUMAN[101-115] 
NDMERIWQYVYSKDQLQTF KDWNDMERIWQY 39.87 1682.751099 2.521466189 ACTZ_HUMAN[81-92] 
NDVAGLEGAKEALKEAVIL KPNIRWNDVAGLEGA 34.16 1638.847778 -0.08908698 VPS4A_HUMAN[121-135] 
NFPLVMQGWKLAPALATGN TRHEPVGVCGQIIPWNFPLVMQGW 54.59 2820.399261 4.432351183 AL1B1_HUMAN[171-194] 
NHATVRNALKELLKEMNQS KLEDLPAEQWNHATVRNAL 48.65 2204.133774 1.373328623 SATB2_HUMAN[161-179] 
NKRQPKLQGKSAETRESTQ KSAETRESTQLSPADLTEGKPTDPS 68.9 2644.282761 -0.608104407 NSUN2_HUMAN[445-469] 
NQRQSEQVEKNKINNRIAD KDLEEWNQRQSEQVE 61.38 1916.886398 6.90494753 CLCB_HUMAN[134-148] 
NVDGLRAWIKKKGLDWVKE KICSWNVDGLRAWI 63.7 1716.876984 2.881977012 APEX1_HUMAN[63-76] 
NVNYVETSAKTRANVDKVF KNRAEQWNVNYVETSA 68.06 1907.912552 1.735928618 RALA_HUMAN[143-158] 
PEVESLQDYKNTFPKWKPG RIFRALGTPNNEVWPEVESLQDY 60.61 2732.355804 3.21261235 CDC2_HUMAN[215-237] 
PWQVLSKGDKEEVAYEERA KEEVAYEERACEGG 63.39 1625.699112 0.226979271 HEBP1_HUMAN[26-39] 
QFLLELLTDKDARDCISWV KDARDCISWVGDEGEF 35.59 1882.815582 3.989769403 GABPA_HUMAN[333-348] 
QIVPGDPLDKSIVIRPLEP KSIVIRPLEPQPAPHLA 32.41 1865.088669 1.26106605 U5S1_HUMAN[914-930] 
QLQGEVTAQKRPENSLLEE KKPWQLQGEVTAQ 43.41 1511.809616 0.514615062 MPP10_HUMAN[381-393] 
QPVIDYIDSKFEDYLNAES KFEDYLNAESRVN 32.5 1583.75795 -0.256352304 SEPT7_HUMAN[137-149] 
QSTLGHCVLKAEFKEGKKE KLQWQSTLGHCVL 30.79 1568.813339 1.163299645 CUL4B_HUMAN[702-714] 
QVTDMNRLHRFLCFGSEGG KQIANSQDGYVWQVTDMNRLH 68.45 2502.207382 1.330425297 RO60_HUMAN[14-34] 
RAFKALIAAQYSGAQVRVL QYSGAQVRVLSAPPHFHF 38.59 2040.03299 4.397968094 EF1G_HUMAN[23-40] 
RLDCAQLKEKNQWQLSADD KNQWQLSADDLK 32.69 1444.731018 1.37326601 CN37_HUMAN[164-175] 
RLKVLVRLSKFLQALADGS KFLQALADGSSRLRESEGLQEQ 47.79 2461.256073 3.790747376 TEX10_HUMAN[233-254] 
SCSADEVQRFFSDCKIQNG RGLPWSCSADEVQR 76.72 1659.778732 0.427767862 HNRH1_HUMAN[16-29] 
SCSVEDVQNFLSDCTIHDG KLRGLPWSCSVEDVQN 48.69 1886.930878 3.299537928 HNRPF_HUMAN[14-29] 
SLEGKSIMTIVGHTDVVKD IVGHTDVVKDVAWVK 66.45 1664.925018 -0.291905038 WDR12_HUMAN[136-150] 
SLIGNLHLAKQEWGPGQKK KEALQINQDHPDAWSLIGNLHLA 36.33 2582.324097 2.701055227 CTR9_HUMAN[555-577] 
SLIKNTCPPKDDPQVMEDK KDDPQVMEDKSDRPVC 50.58 1917.856064 -2.718139332 PRR3_HUMAN[146-161] 
SNDVRAELAKTPVNKKNIE KDWSNDVRAELA 51.33 1402.684067 -0.360024051 PRKDC_HUMAN[3586-3597] 
SPGGNIIAFWVPEDKDIPA KISGIKDFSWSPGGNIIAF 40.53 2036.073105 6.290049197 EIF3B_HUMAN[463-481] 
SPHNETILASSGTDRRLNV KDEIFQVHWSPHNETILA 51.84 2163.07489 2.780301333 RBBP7_HUMAN[316-333] 
SPLNHSLLTTVGWDHQVVH TVGWDHQVVHHVVPTEPLPAPGPASVTE 50.25 2955.487961 5.565916768 MEP50_HUMAN[315-342] 
TERFCALEEKCENIQKPLS KCENIQKPLSSVQENIQQ 80.29 2142.073883 2.70812321 KIF11_HUMAN[739-756] 
TEYGLTFTEKWNTDNTLGT KYRWTEYGLTFTE 54.25 1692.814758 3.33527338 VDAC1_HUMAN[61-73] 
TGGAVVSSHKATVAVSEEH KATVAVSEEHCAPGATSVRAI 78.88 2153.08989 1.458833658 K1671_HUMAN[832-852] 
TKEGKDRIKKLGLTMQYPE KLGLTMQYPEGYLEALANRERE 58.91 2580.300552 3.572839603 UHRF1_HUMAN[600-621] 
TQMCDIKDVKVVILGQDPY KVVILGQDPYHGPNQAHGLCF 33.9 2349.168839 1.924936141 UNG_HUMAN[147-167] 
TRSDSSPVNYTVIQESPEE YTVIQESPEEGVRWSIMSLTGI 30.05 2494.241364 0.700814294 LRIT3_HUMAN[170-191] 
TSRDVGMADKSVASGGWQE KSVASGGWQEPENPHTQRMN 53.33 2252.039246 1.202021681 DCTN4_HUMAN[126-145] 
TTDYGCSDSKQHFEWLVKY KYTIGHAWTTDYGCSDS 55.39 1960.826157 5.97044259 PPCE_HUMAN[588-604] 
TTYTCVLGFQVFGVWPEGS QVFGVWPEGSDGTDINALVRSHNR 38.69 2653.299728 -1.276146816 EMAL4_HUMAN[778-801] 
VAAGGHITFKQNMGPSGQT KQNMGPSGQTHPPPQTLPRS 47.63 2157.074921 0.051922165 RBM12_HUMAN[392-411] 
VAERVELLLKSESQCRVVV KSESQCRVVVLMGSTSDLGHCE 83.78 2478.130142 1.312279749 PUR6_HUMAN[261-282] 
VVERMGRFHRILEPGLNIL RILEPGLNILIPVLDRIRY 44.41 2262.357559 3.241751053 STML2_HUMAN[57-75] 
WDLDTQHCFKTMVGHRTEV KWWDLDTQHCF 63.69 1534.666351 2.867724308 WDR3_HUMAN[174-184] 
WMLAREVLRMRGTISREHP MRGTISREHPWEVMPDLYF 33.92 2363.11908 2.853008999 RSSA_HUMAN[185-203] 
YARQDEQLQKTKANNRVAD KELEEWYARQDEQLQ 70.55 1963.927521 4.879507974 CLCA_HUMAN[141-155] 
YDVKAPAMFNIRNIGKTLV KDWYDVKAPAMF 77.67 1469.701309 2.793084537 RS3A_HUMAN[28-39] 
YEVERTERIKNCLNPQFSK NTSGQQWYEVERTERI 36.29 1994.944595 1.135871144 CPNE3_HUMAN[36-51] 
YILLVTSDVLTISGTIMKI FVNGWYILLVTSDV 35.13 1624.850113 -4.991229613 MCLN1_HUMAN[350-363] 
YLTNEGIQYLRDYLHLPPE LRDYLHLPPEIVPATLR 36.05 2002.136353 4.925238975 RS10_HUMAN[79-95] 
ACDCWDAESKTSYGWIEIV KTSYGWIEIVGCADRSCYDLSCH 56.61 2776.204361 2.067571134 SYG_HUMAN[450-472] 
ADIGGMDIQKQEVREAVEL KQEVREAVELPLTHFELY 49.24 2200.152786 2.394379169 PRS6B_HUMAN[174-191] 
ADPVSAQHAKLSLDGQNIY KNNQFQALLQYADPVSAQHA 60.22 2242.113052 4.281675267 PTBP1_HUMAN[218-237] 
AGAAVDELGKVLTPTQVKN KWSGPLSLQEVDEQPQHPLHVTYAGAAVDELG 50.79 3470.710648 1.741430103 PEBP1_HUMAN[7-38] 
AHLTHLLMGLASGRIILIL LGGCQVSPEGYAHLTHLLMG 31.47 2155.019058 9.482050715 HDAC6_HUMAN[749-768] 
ALPHAILRLDLAGRDLTDY SGDGVTHTVPIYEGYALPHAILRL 47.18 2578.35437 4.97681783 ACTB_HUMAN[155-178] 
ALYDATYETKESKKEDLVF KMLPDKDCRYALYDATYET 56.24 2352.076584 3.081532315 COF1_HUMAN[73-91] 
ANTLRDAAPKMYKEEGLKA KVRIQTQPGYANTLRDAAP 44.6 2098.128311 -1.247778788 MPCP_HUMAN[187-205] 
ARQIYIYNEKIVNGHLQPN KIVNGHLQPNLVDLCA 37.66 1789.950882 2.872704526 NUP93_HUMAN[195-210] 
ARSSVVTAVKFTISDHPQP KFTISDHPQPIDPLL 44.89 1719.919571 3.240267797 CAND1_HUMAN[990-1004] 
ARWLPLGLGLNHLGKGEAI KDTYARWLPLGLG 30.12 1488.808884 2.248777554 PSMD2_HUMAN[551-563] 
AVLYQPLFDKRFEIINAIY KRFEIINAIYEPTEEECEW 73.54 2455.13652 3.120804052 NP1L1_HUMAN[116-134] 
AVTDDYQLSKQVLGLGVNG KKYAVTDDYQLS 34.25 1429.708893 0.133593629 MAPK3_HUMAN[35-46] 
AWQGVALLPFVDERRLRAA KKYAWQGVALLP 43.13 1372.786682 -0.238930057 XRN2_HUMAN[640-651] 
CERQGLSMRQIRFRFDGQP AYCERQGLSMR 36.35 1369.623062 -0.174500566 SUMO2_HUMAN[46-56] 
CFPNYVGRPKHMRVMAGAL KYCFPNYVGRP 37.81 1399.670685 1.52678771 ACTY_HUMAN[32-42] 
CGYSAVRMARLLSPGARLI RLLSPGARLITIEINPDCAAITQR 43.82 2677.469711 2.199838144 COMT_HUMAN[128-151] 
CLENEEAVRKIASQVSDEI KSYCLENEEAVR 42.43 1496.692902 -2.084595975 KLH11_HUMAN[567-578] 
CPHCGEESSKAKEVTIAKA KDCASRVNNASYCPHCGEESS 47.27 2426.963776 -0.030078735 EHMT1_HUMAN[584-604] 
CVLQMDQSYKPDENEVRTL KPDENEVRTLFGLHLSQ 51.62 1982.022125 3.111468799 PUR9_HUMAN[372-388] 
DATYETKESKKEDLVFIFW KKEDLVFIFWAPESAPLKS 70.04 2204.18811 5.083050738 COF1_HUMAN[95-113] 
DEAISDYFRKQYSKGVSQM KAFTHTAQYDEAISDYFR 99.75 2162.006866 4.545776498 PUR9_HUMAN[177-194] 
DGFRESEFEKLSDFFKTHY KYDGFRESEFE 40.97 1405.61499 -0.624637619 SSRP1_HUMAN[73-83] 
DGKWEVEEMKESKLPGDKG KYDGKWEVEEM 36.67 1412.628189 3.082906057 CALX_HUMAN[99-109] 
DGPMPTPRQKPFQSGSTPL KEEEEDGQEGSIHNLPLVTSQRPFYDGPMPTPRQ 32.38 3880.832611 2.352330264 WDHD1_HUMAN[397-430] 
DLDFKSPDDPSRYISPDQL PSRYISPDQLADLY 64.11 1636.809662 3.434730458 ENOA_HUMAN[267-280] 
DLLSGHIVKKLTNHKACVR KVVVYDLLSGHIVK 57.03 1568.929016 0.985385562 WDR23_HUMAN[464-477] 
DLQESNVRLKLTIVSTVGF KFEGEPATHTQPGVQLQSNTYDLQESNVRL 87.44 3385.653854 4.356322482 SEPT6_HUMAN[66-95] 
DMFEVCFESKGTGRIPDQL KGTGRIPDQLVILDM 30.19 1654.907623 2.543344379 TMEDA_HUMAN[112-126] 
DNEFGYSNRVVDLMAHMAS KLISWYDNEFGYSNR 68.4 1890.89003 4.432833146 G3P_HUMAN[309-323] 
DPETYTGHWKQLTVRTSRR KAFQEFIRSTPYSAYDPETYTGHW 43.56 2893.334747 2.297003486 HTF9C_HUMAN[290-313] 
DQKSQEVEDKTRANEQLTD KTRANEQLTDELAQ 66.08 1615.816528 2.020031324 KIF5C_HUMAN[508-521] 
DQMYNDLLRKDKELYTQNG KTTYDQMYNDLLR 82.64 1659.792633 1.951448594 SSU72_HUMAN[58-70] 
DRTCEWTGLKFSNDGKLIL KMQYDRTCEWTGL 37.79 1686.749405 2.364903754 WDR82_HUMAN[188-200] 
DRVWAAIRDKYRSEALPTD KYRSEALPTDLPAPSAPDLTEP 54.98 2367.19577 1.394899417 GLU2B_HUMAN[279-300] 
DVDFTPPFRRINMVEELEK KVTYHPDGPEGQAYDVDFTPPFR 72.09 2635.234344 3.01301477 SYK_HUMAN[370-392] 
DVEKNNSRIKLGIKSLVSK KALAAAGYDVEKNNSRI 89.39 1818.958755 1.120970992 H11_HUMAN[67-83] 
DVSHYNALLKVYLQNEYKF KLGAVYDVSHYNALL 37.16 1661.877686 2.850992007 LPPRC_HUMAN[155-169] 
EADVAQLEYKLVAGEHGLI KLVAGEHGLIIRV 45.87 1403.861252 2.54369867 NRDC_HUMAN[750-762] 
EALKDDSWLKGEFVTTVQQ KGEFVTTVQQRGAA 67.59 1490.784149 -0.735854349 MDHC_HUMAN[220-233] 
EAYVQALEGKYTDLNSNDV KYTDLNSNDVTGLRESEE 110.48 2068.95488 1.204472859 FL2D_HUMAN[43-60] 
EDELVPLFEKAGPIWDLRL KIPRDLYEDELVPLFE 32.56 1975.030212 4.901190848 HNRPR_HUMAN[171-186] 
EDISQDHVKKTVTIENHPH KTVTIENHPHLPPPPMC 48.65 1966.975723 2.150001116 ATG3_HUMAN[243-259] 
EDKNDIPKEKDEKIAWALS KFSLYFLAYEDKNDIPKE 52.12 2219.11499 3.673536539 LGUL_HUMAN[67-84] 
EDSSGNVVNKKTYEDLKRQ KASERWQPDTEEEYEDSSGNVVN 76.63 2668.152466 2.936488863 SF3A3_HUMAN[466-488] 
EEIMRDYIQKHPELNISEE KEYEEIMRDYIQ 38.59 1615.755157 2.682956004 UBF1_HUMAN[254-265] 
EELFSYSCPKFLSPVVPNY KFLSPVVPNYDNVHPNYH 66.67 2139.053772 0.949485247 IF3EI_HUMAN[419-436] 
EGGIGEAVSSAVVGEPGIT SAVVGEPGITVTHLAVNRVPRSGKPAELL 32.39 2966.666534 0.676853963 TKT_HUMAN[574-602] 
EGIFKTLSSKFELAVDAVH KFELAVDAVHR 57.09 1283.698608 0.609956259 ATX2L_HUMAN[155-165] 
EGSPIKVTLATLKMSVQPT KDELHIVEAEAMNYEGSPIKVTL 62.93 2585.304657 2.78690559 NPM_HUMAN[54-76] 
EGTGRSLSLKLIQQLRQQS KLIQQLRQQSAQSQVSTTAEN 90.76 2357.229874 1.91623229 NAT10_HUMAN[426-446] 
EKFLNEFFLNVKDILRAPV NVKDILRAPVDITGQFE 65.87 1914.021072 4.729310525 SYCC_HUMAN[465-481] 
ELHSRPEQDKFSQAAKVAE KTTGTPPDSSLVTYELHSRPEQD 57.32 2557.22963 1.744856992 DCTN2_HUMAN[194-216] 
ELQASRWEWKRLKAKTPKN KYSNDLYELQASRWEW 71.6 2086.974808 3.577426987 HCFC1_HUMAN[105-120] 
EMLGEGLGVKETPQQKYQR KRTGYESGEYEMLGEGLGV 55.61 2073.967697 2.721353861 DCTN2_HUMAN[77-95] 
ENKKPFYLYTGRGPSSEAM TGRGPSSEAMHVGHLIPFIFT 50.3 2253.136475 3.726804875 SYWC_HUMAN[160-180] 
EPTEEECEWKPDEEDEISE KRFEIINAIYEPTEEECEW 73.54 2455.13652 3.120804052 NP1L1_HUMAN[116-134] 
EREGFNFLAKVFNSSHSFL KVLDQYEREGFNFLA 44.01 1827.915527 2.192114428 ATG7_HUMAN[652-666] 
ERIINLRHFKRILSLLEGQ KRILSLLEGQ 30.68 1155.697525 -0.77269353 AL3A2_HUMAN[289-298] 
ERLEELDADKAEMRASRIL KLMELYERLEELDAD 42.23 1865.90802 4.465386241 ABCF2_HUMAN[188-202] 
ESKVFYLKMKGDYYRYLAE KGDYYRYLAEVATGE 33.39 1733.826035 3.158909769 1433G_HUMAN[127-141] 
ETELADARRALDDTARERA KALYETELADARR 60.29 1534.810303 1.445781277 LMNB1_HUMAN[79-91] 
EVFRTEEEEKIKSQGQDVT KIKSQGQDVTSSVYFM 42.43 1816.902939 -0.47608487 UCHL3_HUMAN[72-87] 
EVLDLKPNGKVASVEMVKY KVEPFLPGHYEVLDLKPNG 68.32 2151.136429 3.580897937 ASNS_HUMAN[176-194] 
EWEYDEEEEKNQLEIERLE KNQLEIERLEEQL 39.98 1640.873291 0.506437642 SART3_HUMAN[93-105] 
FDEISQDTGKYCFGVEDTL KLIGRYFDEISQDTG 42.94 1740.868256 0.14245765 ERF1_HUMAN[285-299] 
FELPELVRRLGAPQQPGPG LGAPQQPGPGPPPSRRGVH 37.64 1904.012924 -1.819315382 KCD12_HUMAN[129-147] 
FESWGESGEKNVFEALSEL KNVFEALSELIILTASHCLHG 63.59 2351.230728 4.284564624 CP51A_HUMAN[192-212] 
FFSDGIRLKKYRGMGSLDA KYRGMGSLDAMD 34.54 1342.600937 -0.828987951 IMDH2_HUMAN[410-421] 
FFSDGVRLKKYRGMGSLDA KYRGMGSLDAME 51.96 1356.616577 -0.650883982 IMDH1_HUMAN[410-421] 
FGDFNLPRDKFLKEQIKLD KICHQIEYYFGDFNLPRD 75.47 2314.084076 3.801936192 LA_HUMAN[16-33] 
FHLLNQIAPKGQKEGEPRI KAYFHLLNQIAP 32.14 1413.77684 2.059731011 PLST_HUMAN[297-308] 
FNDAQRQATKDAGTIAGLN KVTHAVVTVPAYFNDAQRQAT 81.03 2315.20224 -0.6297506 GRP78_HUMAN[164-184] 
FNDSQRQATKDAGQISGLN KDAGQISGLNVLRVINEPTAAALAYGLDKSED 80.7 3327.731003 7.181770395 GRP75_HUMAN[206-237] 
FNDSQRQATKDAGTIAGLN KDAGTIAGLNVLRIINEPTAAAIAYGLDK 97.3 2967.639267 6.942892362 HSP7C_HUMAN[159-187] 
FNDSQRQATKDAGVIAGLN KDAGVIAGLNVLRIINEPTAAAIAYGLDRTG 88.99 3151.735306 5.674651664 HSP71_HUMAN[159-189] 
FPKDEASVYKICREMYDDG KICREMYDDGVGLPFQSQPDLIGD 55.79 2752.283661 1.995070522 NCOAT_HUMAN[730-753] 
FTGSKDAGGKSWCPDCVQA KSWCPDCVQAEPVVREGL 74.62 2129.003403 3.489426081 TXD17_HUMAN[40-57] 
GALEPHINAQIMQLHHSKH KHSLPDLPYDYGALEPHINA 49.68 2249.111649 1.575288626 SODM_HUMAN[25-44] 
GASVSDEELKRRVAEELAL KSQRYSGAYGASVSDEEL 67.69 1945.901718 3.507885284 CHCH3_HUMAN[45-62] 
GERFPDENFKLKHYGPGWV KSIYGERFPDENF 36.37 1600.752151 1.91285078 PPIB_HUMAN[108-120] 
GFEYLGVQDKLVQTPLTDR KLVQTPLTDRCYLT 60.3 1706.902542 2.157123743 DYHC1_HUMAN[1878-1891] 
GFGLIKLDLKTKSENGLEF KTKSENGLEFTSSGSANTETT 49.24 2188.013138 1.647156472 VDAC1_HUMAN[32-52] 
GFHLHGEKGKLGQYIRLVE KLGQYIRLVEPGSPAE 38.38 1755.951904 2.904407569 NHERF_HUMAN[34-49] 
GFREGQGLGKHEQGLSTAL KHEQGLSTALSVE 42.68 1397.715042 -0.951553042 SPF45_HUMAN[256-268] 
GGGCSEMLMAHAVTQLANR KDSRTVYGGGCSEMLM 36.22 1789.779724 1.793516798 TCPB_HUMAN[402-417] 
GGGNYGPGGSGGSGGYGGR KSGNFGGSRNMGGPYGGGNYGPGG 39.07 2243.976685 9.228259874 ROA2_HUMAN[317-340] 
GGGSMWEQAKALQEGAEIV KALQEGAEIVVCTPGRLIDHVK 30.09 2432.320953 0.315336674 DDX42_HUMAN[371-392] 
GHGRDISTNKVEQIPYGER KPPPVQQTVDYGHGRDISTN 34.07 2208.092361 0.277162319 YLPM1_HUMAN[1437-1456] 
GKIVGCSVHKGFAFVQYVN KGFAFVQYVNERNA 108.77 1641.826324 2.271860273 HNRPC_HUMAN[50-63] 
GLGSLALYEKADIKGPEDK KPARIYGLGSLALYE 61.14 1649.914047 2.657714205 ATPG_HUMAN[64-78] 
GMSSEMAMKKYAGGVAEYR KYAGGVAEYRASEG 103.16 1456.694626 -1.224690452 GMPR2_HUMAN[277-290] 
GNRAATLMMLGRFREALGD LGRFREALGDAQQ 37.04 1459.753159 1.750295921 DNJC7_HUMAN[75-87] 
GNVEKVKFMKSKPGAAMVE KSKPGAAMVEMADGY 36.32 1553.721771 2.280331052 HNRPL_HUMAN[385-399] 
GPFRDVPAYSQDTFKVHYE KLGNPTRSEDLLDYGPFRDVPAY 55.25 2622.3078 2.010061519 RPN1_HUMAN[187-209] 
GQFIGPHRIKATNNKGKEK KVVYENAYGQFIGPHRI 76.14 1990.042465 0.04924518 TRXR1_HUMAN[274-290] 
GQIFKPIISKVMEMYQPSA KVMEMYQPSAVVLQCGADSLSGDRLGCFNLTVKGHA 47.26 3937.89473 4.273857265 HDAC2_HUMAN[248-283] 
GQLGHNSDGKFIARAQRIE KGNLYSFGCPEYGQLGHNSDG 80.08 2298.996399 2.080038056 RCC2_HUMAN[272-292] 
GRALQASALKAWGGKKENL KPWALTFSYGRALQASAL 69.77 1979.062851 2.891772738 ALDOA_HUMAN[294-311] 
GSHIQALLDKYNAEKPKNA KNFTEVHPDYGSHIQALLD 37.1 2183.064728 7.409766551 CATA_HUMAN[480-498] 
GTELNQGDLKMPTFESEET KLKYGTELNQGDL 47.76 1477.777634 -0.217894758 STRN3_HUMAN[134-146] 
GVKVGLTNYAAAYCTGLLL KYGVKVGLTNY 48.02 1240.681564 0.723795715 RL5_HUMAN[85-95] 
GWDLKRKIISRGANFLTQI SRGANFLTQILL 32.44 1331.756119 2.624354377 DPM1_HUMAN[165-176] 
GWDQSDKFVKIYITLTGVH KIYITLTGVHQVPTENVQVHF 75.48 2422.300903 3.014076406 CYBP_HUMAN[88-108] 
HDAHAHKKYALQDQKNFDP ALQDQKNFDPVQIEQEM 33.2 2031.957138 -1.302192822 SPG17_HUMAN[535-551] 
HEKDPDGCYRLVDYLEGIR RLVDYLEGIR 42.55 1232.687698 2.884753377 CA163_HUMAN[39-48] 
HGDSDLQLDRISVYYNEAT KFWEVISDEHGIDPTGTYHGDSDLQLD 59.86 3073.39415 5.056624449 TBB5_HUMAN[19-45] 
HGDSDLQLERINVYYNEAT KFWEVISDEHGIDPTGTYHGDSDLQLE 64.71 3087.40979 7.874885957 TBB2C_HUMAN[19-45] 
HLPPSPKPMKMKNYNKPWE KMLNTNYHLPPSPKPM 38.47 1866.94841 1.099655453 ATP8_HUMAN[27-42] 
HNLKNVIKEKYGKDATNVG KYGKDATNVGDEGGFAPNILENKEGLELL 57.22 3090.550919 3.913218166 ENOA_HUMAN[199-227] 
HNQSQGLLSQLQGQSKDMP KSQGLSQLYHNQSQGLLS 50.81 1987.012283 0.50377142 IF4G2_HUMAN[431-448] 
HSKQIIGIPKIIQLCDGIM KIIQLCDGIMASGR 52.63 1560.8116 -0.460017083 HD_HUMAN[1521-1534] 
IDENQDRYIKKLAKWVAIQ KYIDENQDRYI 31.95 1455.699371 2.810333013 CNDP2_HUMAN[9-19] 
IDQEELNKTKPIWTRNPDD KPIWTRNPDDITQEEYGEFY 71.54 2500.154648 2.826225172 HS90B_HUMAN[286-305] 
IENMSRGIYKLYCKNHSGN KYIENMSRGIY 49.06 1372.680878 1.337528649 PHF6_HUMAN[312-322] 
IENYCLGTKKYVLNEEMSG KYVLNEEMSGLPAAR 53.09 1676.855545 1.758648805 FACR1_HUMAN[443-457] 
IFGKFEAFCKRLEKITEMI KRLEKITEM 30.43 1162.637955 -2.453902341 DYH8_HUMAN[367-375] 

IKAVSSGKRKEGIIHTLIV KEGIIHTLIVDNREIPEIAS 37.61 2246.227005 2.995690099 FAIM1_HUMAN[160-179] 
IKDEQKNLKKEFLHAQEEV KEFLHAQEEV 31.07 1228.60878 2.550852681 PRS6B_HUMAN[70-79] 
INHPIGVARILTHEAGITD KDPEGTPYINHPIGVAR 59.94 1862.963882 1.475605634 HDDC3_HUMAN[25-41] 
INPDLALEEKNKGNECFQK KEQERLAYINPDLALEE 41.88 2030.031967 2.278289246 STIP1_HUMAN[347-363] 
IQDGKDDYKKQKETELNKV KDIENYIQDGKDDYK 60.39 1842.863541 1.964876899 RAD50_HUMAN[959-973] 
IQFSNHKELKTDSSPNQAR KTDSSPNQARAQAALQA 65.83 1755.886337 0.059798859 PTBP1_HUMAN[137-153] 
IQGINLVQAKKLVESLPQE KEIKNYIQGINLVQA 43.92 1729.972626 3.812777093 RM12_HUMAN[147-161] 
IQYGNEEQRKQAFEELRDD KQAFEELRDDLVELS 58.8 1790.905014 3.540109582 K0020_HUMAN[196-210] 
ISPYFINTSKGQKCEFQDA KFDRGYISPYFINTS 52.26 1806.894073 1.410708042 CH60_HUMAN[218-232] 
ITDWQNVFRTYDRDNSGMI KYITDWQNVFR 49.5 1468.746292 1.50468465 PDCD6_HUMAN[90-100] 
ITGTDILDMKLEDILESIN KLEDILESINSIKSRLS 31.08 1944.089096 3.635635843 TMED5_HUMAN[152-168] 
ITLSPQDINTKWDMVRKLV RPCSTNPYITLSPQDIN 33.29 1974.946915 -4.234037855 ACTN3_HUMAN[599-615] 
IVDHTIIMYLIGPDGEFLD RVYYSPGPKDEDEDYIVDHTIIMY 40.4 2917.348007 3.5696804 SCO1_HUMAN[242-265] 
IVNGSHEANKLQDMLDGFI KLQDMLDGFIK 51.71 1306.695496 3.855527179 IF5_HUMAN[84-94] 
KASITALEAKIAQLEEQLD KIAQLEEQLDNETKE 106.08 1786.894821 1.119819687 MYH9_HUMAN[1815-1829] 
KESLTKLMATLRNTNPNFV TLRNTNPNFVRCIIPNHE 30.37 2194.106537 1.155367781 MYH10_HUMAN[667-684] 
KEVRVTASEKNEYKGWVLT KEVRVTASE 37.89 1017.545456 -0.249620298 GEMI6_HUMAN[18-26] 
KKTSLAPYVKVFEHFLENL KVFEHFLENLD 50.68 1389.692856 2.45090128 PRI1_HUMAN[393-403] 
KLHGLNINYNCEICGNYTY KLHGLNINY 44.84 1070.58725 0.459560863 SF3A3_HUMAN[398-406] 
KNICQQVNIKSLEDVVRAY KSLEDVVRAYL 57.24 1291.713577 3.510840236 EIF3A_HUMAN[84-94] 
KNSKFHRVIKDFMIQGGDF KDFMIQGGDFTRGDGTGG 73.08 1857.831604 2.84202292 PPIB_HUMAN[90-107] 
KPDLKEGSRKSRCVSVQTD KSRCVSVQTDPTDEIPTK 57.46 2060.020828 -2.1004642 SON_HUMAN[89-106] 
KRGYGKINKKRIALTDNAL KRIALTDNALIA 41.64 1297.771744 0.245035386 RL7_HUMAN[165-176] 
KSNLKIAELKLREAPSPTG KLREAPSPTGGVGSFDIAGLLNNPGFMS 70.31 2831.427612 4.446873353 SGTA_HUMAN[205-232] 
LAETLYYAMKGAGTDDHTL KSIRSIPAYLAETLYYAM 56.75 2089.091736 5.450215423 ANXA5_HUMAN[242-259] 
LAEVAAGDDKKGIVDQSQQ KKGIVDQSQQAYQEAFEISK 109.91 2296.169891 1.224212551 1433Z_HUMAN[138-157] 
LAHITGHRLRVVNMNQQSD RVVNMNQQSDTADLLGGYKPVDH 37.1 2556.23909 0.075501545 MDN1_HUMAN[699-721] 
LCPAVRAVLEDGLKAFVLD HLVLKYLCPAVRAVL 36.71 1751.028 2.94855365 RUSC2_HUMAN[1034-1048] 
LCVKVDRTPKGTQGVVTNF KGTQGVVTNFEIFR 130.43 1594.846756 1.847199418 EIF3B_HUMAN[535-548] 
LDCVMHDLRKMYSEIDIKV KVEESGEHVILGTGELYLDCVMHDLR 86.84 2998.452835 3.99072477 U5S1_HUMAN[620-645] 
LFNFASAATKKITESVAET KKITESVAETAQTI 65.17 1517.830063 2.161638565 SYAP1_HUMAN[70-83] 
LIVDEGHRIKNMKCRLIRE KYLIVDEGHRI 30.53 1341.740463 1.348248823 HELLS_HUMAN[349-359] 
LLGIDSGRLQEKLTSRKMD QEKLTSRKMDSRWGGRSESINVT 42.18 2680.335083 4.402434634 MYO1F_HUMAN[318-340] 
LLSALAALQKVVETLPHFI KVVETLPHFISPYLEGILSQVIHLE 74.98 2860.573853 5.467434439 HEAT1_HUMAN[1766-1790] 
LPEELAALQKLEHLSVSHN KLNRTGLCYLPEELAALQ 55.12 2088.103714 5.444174024 FLII_HUMAN[39-56] 
LPGIVGLNNIKANDYANAV KLSRAYDGTTYLPGIVGLNN 31.3 2151.132401 5.002481481 SNUT2_HUMAN[210-229] 
LPIKEAVCEKLIFPERIDP KLIFPERIDPNPADSQ 36 1838.952637 2.308379191 TIPRL_HUMAN[251-266] 
LPYMIRSKLKLLLQGEADQ KLLLQGEADQSLLTFIDKAMHGELQ 62.31 2797.468384 5.721959216 PRKDC_HUMAN[3050-3074] 
LQEEVNINRKKRIPDTRVH KYLQEEVNINR 84.86 1404.736084 1.977595672 SEPT9_HUMAN[389-399] 
LQHADEEREKTYKLAENID KEQSGTIYLQHADEERE 78.56 2031.949722 0.63977961 NUP62_HUMAN[415-431] 
LQNLNHIQRKWVYLEPIFG KLAELDEYLQNLNHIQR 107.64 2096.101395 0.710366399 DYHC2_HUMAN[1331-1347] 
LQPNPASRAKLTMLNTVSK KAVTEVLARTIEYLQPNPASRA 56.57 2426.32811 3.937225127 SH3G1_HUMAN[45-66] 
LRGNYRKAVKLLNSSNIAE KLLNSSNIAEHPGFM 59.09 1656.829346 1.604269025 CNOTA_HUMAN[271-285] 
LSDGLHLSPKGNEFLFSHL KGNEFLFSHLWPLIEK 31.84 1957.046143 2.66217535 IAH1_HUMAN[203-218] 
LSEEVQAVHKNTTYDLIAN KNTTYDLIANIVHDGKPSEGSY 70.52 2421.181198 3.648632332 SNUT2_HUMAN[493-514] 
LSETYQEFRKYFKEACNVP KLFEGENEHLSSMNNYLSETYQEFR 41.29 3064.387207 1.061876251 IQGA2_HUMAN[1152-1176] 
LSEVASGDNKQTTVSNSQQ KQTTVSNSQQAYQEAFEISK 75.17 2286.112778 -0.163596479 1433B_HUMAN[140-159] 
LSPVRSPKKKGSTTRVNST KGSTTRVNSTANAETQATSAFQTQ 93.11 2498.199722 1.784885316 RB_HUMAN[616-639] 
LTHDSPSVRKTHCSGRKHK PKFYCDYCDTYLTHDSPSVR 102.36 2523.083511 0.709845708 RU1C_HUMAN[2-21] 
LTKHDVERLKASLDRPFTN KASLDRPFTNLESAFY 59.91 1857.926086 3.765488871 RPN2_HUMAN[38-53] 
MESVFEEVFKLLECPHLNV KLLECPHLNVR 41.1 1377.755066 -2.246407998 IPO4_HUMAN[704-714] 
MFEEVPIVIKNSHLINVLM KNSHLINVLMWELE 32.76 1724.891937 3.540511651 EIF3H_HUMAN[206-219] 
MGEVFDHMMKRMSYRRQKR KNQCFGGEYMGEVFDHMM 38.52 2178.863144 6.603443653 USP9X_HUMAN[1910-1927] 
MRGEQYDQAKLSRILDVAQ KLSRILDVAQDL 34.49 1369.792892 3.33627078 CNOT1_HUMAN[556-567] 
MRIAPELYHKMLVVGGIDR KMLVVGGIDRVYEIGRQF 50.49 2079.129913 3.434609812 SYK_HUMAN[305-322] 
MSTDCENLLKKLLVLNPIK KYRIPFYMSTDCENLL 32.35 2048.96994 4.705779139 MARK1_HUMAN[273-288] 
NCGRGGHIAKDCKEPKRER KDCDLQEDACYNCGRGGHIA 61.14 2337.952499 -0.212579169 CNBP_HUMAN[65-84] 
NDINDVKRLKPGYLEATVD KVIAINVDDPDAANYNDINDVKRL 101.79 2684.376923 0.450756371 IPYR_HUMAN[155-178] 
NDTLNGSTEKRSAELPDAV KRSAELPDAVGPIVQLQE 71.06 1949.058167 3.337509424 QKI_HUMAN[67-84] 
NGERTLDGFKKFLESGGQD KKFLESGGQDGAGDDDDLEDLEEAEEPDMEEDDDQ 129.96 3884.533768 0.237608953 PDIA1_HUMAN[467-501] 
NLPSYEYLYNLGDQYALKM KTHYIVGYNLPSYEYLY 61.55 2122.041107 6.10025883 RPN1_HUMAN[327-343] 
NMAKAKMKNKQLPSAGPDK KQLPSAGPDKNLVTGDHIPTPQDLPQR 39.7 2921.535919 1.209295418 ENSA_HUMAN[80-106] 
NNQPIDFLKKMVAASIKDG KTLYNNQPIDFLK 63.84 1592.856216 2.351750247 BLMH_HUMAN[297-309] 
NPYSHLAYNNYRLGGNPGT KRPSYAPPPTPAPATQMPSTPGFVGYNPYSHLAYN 42.36 3773.830032 0.437221599 SMCE1_HUMAN[3-37] 
PADTPVGNDQLLEILNKLI QLLEILNKLIK 37.72 1323.848923 3.912077813 POSTN_HUMAN[639-649] 
PDRVPVIVEKAPKARIGDL KYPDRVPVIVE 41.64 1313.734329 -1.010097682 GBRAP_HUMAN[24-34] 
PETTDIYDRKNMPRCIYCI KIFYPETTDIYDR 33.71 1659.814423 1.103135371 IQGA1_HUMAN[130-142] 
PGQVLIGPAKIFSSVQWLS KIFSSVQWLSGVKPVLSTKS 41.69 2190.241241 2.027630526 UBE2O_HUMAN[271-290] 
PIDPVTQEFKIDEELVTNS KCCNHPYLIEYPIDPVTQEF 60.35 2522.161011 2.597772296 HELLS_HUMAN[569-588] 
PKHKIQEAYREMLTADNLD REMLTADNLDIDNMRH 46.29 1942.898895 2.325905898 PUS7_HUMAN[548-563] 
PLEAVRMQHLIAREAEAAI KGDYPLEAVRMQH 57.27 1542.761276 -1.63667577 KPYM_HUMAN[367-379] 
PNGVCTVYGKKIDGQQTII KEHYPNGVCTVYG 40.46 1522.687469 -1.362722188 CAZA2_HUMAN[133-145] 
PVEHPDKFLKFGMTPSKGV KFGMTPSKGVLFYGPPGCG 34.07 1998.969604 4.38225773 TERA_HUMAN[505-523] 
PVGVHFLPKKLDEAVAEAH KLDEAVAEAHLG 56.09 1251.645889 0.649544737 SAHH_HUMAN[389-400] 
PWSHRGLLSSLDHTSIRRG SDLELHPPSYPWSHRGLLS 49.67 2190.085785 2.5327775 CY1_HUMAN[85-103] 
QDMPEYENFKHLLQAPLDD KHLLQAPLDDAQEILQ 61.41 1830.983932 3.163326504 SC23B_HUMAN[684-699] 
QDMPEYENFRHLLQAPVDD RHLLQAPVDDAQEILH 51.92 1853.974777 0.488140406 SC23A_HUMAN[682-697] 
QEALDVIRGKLGEKLTSEI KYQEALDVIRG 53.42 1290.693176 2.104295622 CL030_HUMAN[208-218] 
QIAVTKVLGKNMDAIIVDS KNMDAIIVDSEKTGRDCIQYI 57.41 2468.203918 1.003158605 SMC1A_HUMAN[540-560] 
QKYVDEASKKEIKDILIQY KEIKDILIQY 30.08 1261.728149 -1.955254784 RS16_HUMAN[106-115] 
QNHLQEQPRKALVDILSEV KLLQALAQYQNHLQEQPR 112.8 2177.170486 1.468878997 MBB1A_HUMAN[161-178] 
QQELERELFKLKQMFGNAD KRQTSGGPVDASSEYQQELERELF 56.71 2753.325623 2.243831949 ATP5J_HUMAN[53-76] 
QSPETRLRFMRAMHGMTKL KAEDLFQDAYYQSPETRLRF 30.6 2476.202255 1.986105937 ASML_HUMAN[409-428] 
QSQAKQLFRKLNEQSPTRC KLNEQSPTRCTLEAGAMTFHY 82.16 2453.146744 2.323546284 SC22B_HUMAN[43-63] 
QVIPEVIKNFIQYFHKTVS KQDLAYERQYEQQTYQVIPEVIKN 38.11 2982.508652 4.597136706 IF3EI_HUMAN[31-54] 
QVKKQIELKSRGVKLMPSK YQVKKQIELK 37.76 1275.755035 2.404850395 CSMD2_HUMAN[303-312] 
RALIHSACVKAGESVLVHG KAGESVLVHGASGGVGLAACQIARAYGL 62.06 2711.417709 4.312872916 QOR_HUMAN[147-174] 
RCGESGHLAKDCDLQEDAC KDCDLQEDACYNCGRGGHIA 61.14 2337.952499 -0.212579169 CNBP_HUMAN[65-84] 
RETNEPVKTKTRTFNTSTG KTRTFNTSTGGLLLPSDT 45.54 1907.99527 1.499479608 KU70_HUMAN[299-316] 
RGGFEPKMTKREAALILGV KREAALILGVSPTAN 36.34 1538.878006 1.200874918 TIM14_HUMAN[60-74] 
RGPAVRALCQITDSTMLQA QITDSTMLQAI 34.21 1235.60675 -1.754603558 COPG_HUMAN[130-140] 
RLKEYEKALKYVRGLLQTE KYVRGLLQTEPQNNQA 56.58 1857.969681 1.98119487 FIS1_HUMAN[92-107] 
RPETGSWVFKVSHFSKYGL KEYRPETGSWVF 37.1 1497.72522 1.450199256 NUP98_HUMAN[864-875] 
SATFPLSVQKFMNSHLQKP KNRQILLYSATFPLSVQ 75.39 1977.104721 2.586104795 DDX6_HUMAN[269-285] 
SCQFIEMCLMVTADHGPAV MVTADHGPAVSGAHNTIICARAG 108.12 2305.105576 3.277940967 ACLY_HUMAN[895-917] 
SCVGVFQHGKVEIIANDQG KVEIIANDQGNRTTPSYVAFTDTERLIGDAA 78.35 3364.689896 7.167079507 HS71L_HUMAN[27-57] 
SEDDIHRSIKYSIWCSTEH IIKSYSEDDIHRSI 82.7 1674.857666 -2.856362124 YTHD1_HUMAN[393-406] 
SETFLLPHLKDIPAQHITL KDIPAQHITLFL 35.93 1394.792175 2.65057409 NOL11_HUMAN[606-617] 
SFFMPAAKLKERLDQPMTE KERLDQPMTEIVSRVS 68.65 1886.988373 1.775315655 UBA1_HUMAN[1008-1023] 
SFYYYFFKTKMYGLFQTSF FLSAASTAIYVYMYSFYYYFFKT 31.56 2845.338943 0.537370075 TM9S3_HUMAN[519-541] 
SGEGCLALPKLNLQFLTLH KLNLQFLTLHDYLLR 50.83 1886.077774 1.297401429 AQR_HUMAN[454-468] 
SLEPVAVELKSLLGKDVLF KSVVLMSHLGRPDGVPMPDKYSLEPVAVEL 68.82 3262.709381 4.113145988 PGK1_HUMAN[56-85] 
SPRAIHSWLTRAMYSRRSK QMVIDEELLGDGHSYSPRAIHSWL 37.87 2752.327881 3.844382086 PSB4_HUMAN[114-137] 
SPRQMAVREKVFDVIIRCF KVFDVIIRCF 73.83 1295.706024 2.545330452 SYHC_HUMAN[75-84] 
SSGGPRVWYVSNIDGTHIA KPYSSGGPRVWY 31.45 1395.693527 -1.628581029 G6PI_HUMAN[172-183] 
STIRPYLESKAHGVQKKAY KLYSTIRPYLES 41.71 1468.792542 0.605939896 RRP12_HUMAN[771-782] 
STNNPSELRNLVNKHSETF KPLSNAYHELAQVYSTNNPSELR 93.65 2630.308823 1.288061679 CSN3_HUMAN[254-276] 
SYPTKQAALKSHYADVDPE KSHYADVDPENQNFLLESNLG 69.16 2389.118591 3.847862569 S38A2_HUMAN[38-58] 
TACELMNIYKTDNHLKHYL KTKEYTACELMNIY 43.77 1762.82695 2.106843216 SYFB_HUMAN[188-201] 
TAKEAGGNPKQAAHTQEAL KQAAHTQEALEEAVQM 44.51 1782.85701 1.039903924 TLN1_HUMAN[1787-1802] 
TDIDLLSAAKSKPIIAEPE KVKYGYTDIDLLSAA 42.97 1655.877014 3.116173458 TAB1_HUMAN[247-261] 
TEEDPEGAMSVVSVETSDD SVVSVETSDDGTTRRTETTVK 52.99 2267.12413 -1.600265266 CTND1_HUMAN[122-142] 
TELNDPMRQRQLFEEQAKA KEICNAYTELNDPMRQ 55.47 1980.903305 2.150029226 SYK_HUMAN[493-508] 
TGEGQWEVKKINNAHTIGC KINNAHTIGCNAVSWAPAVVPGSLIDHPSGQKPNYI 41.31 3824.942047 1.402897072 SEC13_HUMAN[144-179] 
TGMGNSTNKKDAQSNAARD KDAQSNAARDFVNY 55.67 1597.748459 2.706934233 DHX9_HUMAN[55-68] 
TLDVTTGQRKYGGPPPDSV KALLERTGYTLDVTTGQR 63.43 2021.090546 2.2948007 HNRPQ_HUMAN[125-142] 
TLFEYAKDNKEQFMENHNP KEQFMENHNPINSATSISN 48.85 2159.99054 2.048157118 RWDD4_HUMAN[108-126] 
TLIPHDFGMKKPPLLNNAD KKPPLLNNADSVQA 39.95 1493.82016 1.716404738 PARP1_HUMAN[747-760] 
TNLNRLISQIVSSITASLR RNLDIERPTYTNLNRLISQ 30.49 2315.234543 3.730939496 TBA1B_HUMAN[215-233] 
TPDWIFLLRNVMRISPDQG KVGYTPDWIFLLR 65.92 1606.887146 2.911218757 CLH1_HUMAN[507-519] 
TPQEMKQIIKIRAQTEGIN KIRAQTEGINISEEALNHLGEIGT 86.47 2592.350693 1.589291145 RUVB1_HUMAN[376-399] 
TQSNSVCYAKNGQVIGIGA KNGQVIGIGAGQQSRIHC 67.79 1921.990463 1.263793992 PUR9_HUMAN[437-454] 
TRRPRGFAYVQFEDVRDAE VQFEDVRDAEDALHNLDR 50.11 2141.013748 4.910757817 FUSIP_HUMAN[56-73] 
TSDLHFQVSKDRYGGQPLF KDRYGGQPLFSE 32.35 1395.678268 2.397400659 HNRL2_HUMAN[261-272] 
TSQIVGRFIKPLSNAYHEL KPLSNAYHELAQVYSTNNPSELR 93.65 2630.308823 1.288061679 CSN3_HUMAN[254-276] 
TTISGQRRLRIHNLGLNCS RIHNLGLNCSSQLADLY 61.21 1972.978867 3.708605359 SC24D_HUMAN[761-777] 
VAWKLSGFPKNRVIGSGCN KNRVIGSGCNLDSARF 38.92 1792.900238 2.043616216 LDH6A_HUMAN[155-170] 
VDIAIPCNNKGAHSVGLMW KGAHSVGLMWW 39.01 1270.628098 1.287552198 RSSA_HUMAN[166-176] 
VDSEGIVRMLNRGLGNTWT LNRGLGNTWTPICNTREHC 35.98 2298.0746 0.587883439 WDHD1_HUMAN[650-668] 
VDTERIMTEKLHNQVNGTE KLHNQVNGTEWSW 43.91 1597.763733 2.008432119 XPO1_HUMAN[479-491] 
VEFDEVDSLKEALTYDGAL KEALTYDGALLGDRSL 102.7 1720.899536 1.120344308 IF4H_HUMAN[96-111] 
VELLMDAEGKSRGCAVVEF KSRGCAVVEF 30.85 1151.575729 0.464580823 HNRPM_HUMAN[110-119] 
VETHGEVCPANWTPDSPTI KAFQYVETHGEVCP 51.64 1663.766449 1.101717132 PRDX3_HUMAN[217-230] 
VGATLFATGKWVGVILDEA KWVGVILDEAKG 35.92 1313.734329 2.05749362 DCTN1_HUMAN[56-67] 
VGITEKKAIKRFQIMNEIV KRFQIMNEIVYE 46.23 1568.802063 2.046784662 U520_HUMAN[699-710] 
VGNLGNNGNKTELERAFGY KTELERAFGYYGPLR 39.77 1798.936584 3.478721849 SFRS3_HUMAN[23-37] 
VHGGVDASGKPQEAVYGQN FYGRNSSYVHGGVDASG 33.67 1771.791428 1.881711327 G3BP2_HUMAN[33-49] 
VLDPGFCKQKSYNPRTGME KSYNPRTGMESLTVTPCS 42.76 2026.945206 2.568397007 DHX16_HUMAN[698-715] 
VLQDARFFLIKSNNHENVS IKSNNHENVSLA 33.42 1324.673492 -1.056864207 YTDC1_HUMAN[360-371] 
VNDAFGTAHRAHSSMVGVN RAHSSMVGVNLPQ 65.64 1394.708862 1.469840808 PGK1_HUMAN[171-183] 
VNGLTLGGQKCSVIRDSLL KDRSSFYVNGLTLGGQ 94.38 1740.879501 3.108773466 PROF1_HUMAN[54-69] 
VQDRGDGMYKVEYTPYEEG KARVANPSGNLTETYVQDRGDGMY 110.88 2641.255447 0.373307323 FLNA_HUMAN[1294-1317] 
VRNTTARAFAVVASALGIP MISTMRPDIDNMDEYVRNTTARAF 30.27 2846.314941 2.323003651 SF3B1_HUMAN[609-632] 
VTAIEDRQYKDYKIHWWEN KWLAPDGLIFPDRATLYVTAIEDRQY 63.3 3050.586533 -4.271637555 ANM1_HUMAN[173-198] 
VTFPIPDLQKYYKSNPGHY KIVPIKDIRNLYVTFPIPDLQ 39.82 2481.435898 3.777651483 IDE_HUMAN[303-323] 
VTGSKDGCIKLWDGVSNRC KLWDGVSNRCITTFE 38.35 1824.882874 4.301645937 CSTF1_HUMAN[287-301] 
VTPEKIAKSKMFMSRLEKA KLIYVTPEKIAKS 44.05 1488.891525 -0.626640682 RECQ1_HUMAN[185-197] 
VVESTGVFTTMEKAGAHLQ KIKWGDAGAEYVVESTGVFT 57.92 2156.078995 4.395479026 G3P_HUMAN[84-103] 
VVRISGGNDKQGFPMKQGV KGYVVRISGGND 55.77 1263.65715 0.137695577 RS6_HUMAN[46-57] 
VVYEDIFDAKNACDHLSGF KNACDHLSGFNVCN 52.57 1634.692963 1.345206745 PM14_HUMAN[71-84] 
YCNVCDCVVKDSINFLDHI KDSINFLDHING 36.98 1371.678268 1.724894281 ZMAT2_HUMAN[90-101] 
YGINDPVADKLLKRASTMP KPTDPDDPLADQNIKDRYYGINDPVAD 42.43 3044.43631 2.362670546 RBM22_HUMAN[185-211] 
YGNRAATLMMLGRFREALG MLGRFREALGDAQQ 31.54 1590.79364 1.629375385 DNJC7_HUMAN[74-87] 
YQNYFEKLEKLSAAEEIQG KLSAAEEIQGDGPK 79.54 1441.741241 0.638810886 PATL1_HUMAN[442-455] 
YRGRKKGKKKDQIGKGTQG KDQIGKGTQGATAGASSELDAS 49.25 2091.007996 -0.604493145 SRP72_HUMAN[595-616] 
YTGNYDQYVKTRLELEENQ KTRLELEENQM 40.7 1389.692169 0.133123007 ABCF2_HUMAN[315-325] 
YVLCSSRDEKFQALCNLYG KFQALCNLYGAITIAQAMIFCHTR 67.63 2826.413147 -4.57328753 DD19A_HUMAN[319-342] 
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